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Table AMB . Probe Name Ag6427 


Primers 

Sequences 

Length 

Start Position ! 

SEQ ID No 

Forward 

5' -cttcatctaccatgggagca- 
3 ' 

20 

1394 ! 

_ 

462 

Probe 

TET- 5 ' - 

ccttcacaggtgctggagggc- 
3 ' -TAMRA 

21 

1434 

463 

Reverse 

5 1 -ccctggatgcccatc-3 1 

15 

1484 

464 


Table AMC . Probe Name Ag6430 


Primers 

jsequences 

i . . . ._ , . 

(Start 

Len S th iPosition 

SEQ ID No 

Forward 

i 

5 ' -gtgaccaacattgatagctcaga- . 
3 1 

23 

843 

465 

Probe 


TET- 5 ' - 

ccccgaccagctggtgtataaaactttg 
-3 1 -TAMRA 

28 

866 

466 

! 

f . . . , 

1 

{Reverse 


5 1 -gggagccggtcagca-3 1 

15 

899 

;467 


Table AMD . Probe Name Ag6434 


Primers 

Sequences 

Length 

l tar l (SEQ ID No 
Position j 

Forward 

5 ' -cctttgatggtgatgggaa-3 1 

19 

1372^ _j468 

Probe 

TET- 5 1 - 

cttcatctaccatgggagcagcctg- 
3 1 -TAMRA 

25 

1394 

469 

Reverse 

5 • -gctcgggatgcccac-3 » 

\S 

1461 

470 


5 Table AME . CNS_neurodegeneration_v 1 .0 


~ 1 

Tissue Name 

Rel. Exp.(%) 
Ag6430,Run 
266937085 

Rel. Exp.(%) 
Ag6434, Run 
269253996 

Tissue Name 

Rel. Exp.(%) 
Ag6430, Run 
266937085 

Rel. Exp.(%) 
Ag6434, Run 
269253996 

1 

AD 1 Hippo 

20.0 

17.3 

Control (Path) 3 
Temporal Ctx 

12.9 

9.2 

AD 2 Hippo 

48.0 

33.0 

Control (Path) 4 
Temporal Ctx 

19.8 

13.8 

AD 3 Hippo 

11.6 

3.4 

AD 1 Occipital 
Ctx 

16.2 

8.4 
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AD 4 Hippo 

17.1 

?.o J 

\D 2 Occipital 
2t\ (Missina) 

3.0 < 

D.O 

AD 5 hippo 

39.2 

56.4 

AD 3 Occipital 
Ctx 

11.7 

3.8 

AD 6 Hippo 

100.0 

100.0 

AD 4 Occipital 

12.6 

1.4 

Control 2 Hippo 

17.9 

23.3 

AD 5 Occipital 
Ctx 

16.7 

21.3 

Control 4 Hippo 

38.4 

26.6 

AD 6 Occipital 
Ctx 

17.8 

15.5 

Control (Path) 3 
Hippo j 

1 

10.2 1 

7.0 

Control 1 

Ore inital Ctx 

11.3 

5.5 

AD 1 Temporal 
Ctx 

- — ■ ■ ■. 

12.1 1 

13.7 

Control 2 

Orrinital Ctx 

jJlLdl \>w\ 

24.8 

33.7 

AD 2 Temporal 
Ctx 

36.6 

35.8 

Control 3 
Occipital Ctx^ 

16.4 

3.0 
8, 

AD 3 Temporal 
Ctx 

11.7 

— 

7.2 

Control 4 
Occipital Ctx 

12.1 

AD 4 Temporal 
Ctx 

15.6 

6.7 

Control (Path) 1 
Occipital Ctx 

32.8 

" •— - - 

39.0 

AD 5 Inf 
Temporal Ctx 

AD 5 

SupTemporal 
Ctx 

43.8 

21.9 

Control (Path) 2 
Occipital Ctx 

9.6 

4.2 

56.6 

31.6 

Control (Path) 3 
Occipital Ctx 

8.4 

3.2 

AD 6 Inf 
Temporal Ctx 

40.9 

52.9 

Control (Path) 4 
Occinital Ctx 

15.9 

9.3 

AD 6 Sup 
Temporal Ctx_ 

44.1 

1 

71.2 

Control 1 
Parietal Ctx 

15.2 

10.1 

Control 1 
Temporal Ctx 

11.9 

10.3 

Control 2 
Parietal Ctx 

39.5 

43.5 

Control 2 16? 
Temporal Ctx 1 

16.2 

Control 3 
Parietal Ctx 

14.5 

15.9 

Control 3 
Temporal Ctx 

13.0 

8.5 

Control (Path) 1 
jParietal Ctx _ 

33.4 

24.8 

Control 4 
Temporal Ctx 

18.9 

13.6 

Control (Path) 2 
Parietal Ctx 

20.0 

22.1 

Control (Path) 1 
Temporal Ctx 

32.5 

29.9 

Control (Path) 3 
Parietal Ctx 

15.0 

9.3 
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Control (Path) 2 
[Temporal Ctx 


19.5 


In.: 


Control (Path) 4 
Parietal Ctx 


28.3 


34.6 


Table AMF . General_screening_panel_vl .6 


] 

Tissue Name 

Rel. Exp.(%) Rel. Exp.(%) 
\g6424, Run Ag6427, Run 
277221719 |277222437 

Rel. Exp.(%) 
Ag6430, Run 
277222443 

Rel. Exp.(%) 
Ag6434, Run 
277222451 

Adipose 

3.0 ',0.0 

8.2 

9.5 

Melanoma* 

Hs688(A).T J 

1 

D.O ( 

).0 

0.5 

0.9 

(Melanoma* 
Hs688(B).T 

o.o jo.o 

0.6 j3.7 

Melanoma* M14 

o.o jo.o 

0.7 

0.7 

Melanoma* ^LOXIMVI : 

- ■ - r — " 5 

0.0 10J} 

0.0 

0.0 

Melanoma* SK-MEL-5 

o.o jo.o 

22.5 

14.7 

Squamous cell 
carcinoma SCC-4 

i 

o.o jo.o 

0.3 

0.0 

Testis Pool 

o.o jo.o 

4.2 

5/7 

Prostate ca.* (bone 
met) PC-3 

o.o jo.o 

1.0 

1.5 

Prostate Pool 0.0 |0.0 

8.5 |4.2 

Placenta 

o.o io.o lo.i 

0.5 

Uterus Pool 

0.0 jo.O |2.6 _ 

2.5 

Ovarian ca. OVCAR-3 jo.O Jo.O 

0.8 

0.8 

Ovarian ca. SK-OV-3 

o.o [o.o 

1.5 

0.8 

Ovarian ca. OVCAR-4 

o.o jo.o 

0^5 ^ 

0.5 

Ovarian ca. OVCAR-5 

0.0 
100.0 

0.0 

1.5 

2.9 

Ovarian ca. IGROV-1 

100.0 

90.8 

J3J 

Ovarian ca. OVCAR-8 

5.6 

0.0 

11.9 

20.7 

Ovary 

0.0 

0.0 

2.1 

4.0 

Breast ca. MCF-7 

0.0 

0.0 jo.4 J0.5 

Breast ca. MDA-MB- 
231 

0.0 

0.0 

0.4 

* . .... n . 

1 

0.5 

Breast ca. BT 549 

0.0 

0.0 |o.3 

0.5 

Breast ca. T47D 

0.0 

0.0 

0.3 

0.0 
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Breast ca. MDA-N < 

).0 jo.o < 

3.7 

0.0 

Breast Pool '< 

).0 jO.O M9.5 J 

9.6 

Trachea Jl 

3.0 

0.0 _ _ j 


5.3 

Lung 

3.0 

0.0 


1.3 

Fetal Lung j 

O.O 

0.0 

- i 

4.0 1 

5.0 

Lungca. NCI-N417 

2.0 

0.0 

2.7 j 

3.0 

Lungca. LX-1 

3.1 

0.0 |7.0 ] 

4.3 

Lungca.NCI-H146 

0.0 

i 

0.0 

0.5 ! 

0.0 

Lung ca. SHP-77 

2.3 

0.0 

6.3 (4.9 

Lung ca. A549 

0.0 

0.0 

0.3 ^0.7 

Lungca.NCI-H526 

0.0 

0.0 

0.7 0.0 

Lung ca. NCI-H23 

0.0 

0.0 

4.5 |3.1 

Lung ca. NCI-H460 

0.0 

0.0 

0.2 jo.0 

Lungca.HOP-62 jQ.0 _ 

0.0 

0.6 

0.0 

Lungca.NCl-H522 |o.O 

0.0 

2.4 

1.4 

Liver 

t 

o.o jo.o 

0.1 

0.0 

Fetal Liver 

o.o !o.o 

0.6 

0.5 

Liver ca. HepG2 jo.0 |o.O jO.l io-,5_ 

Kidney Pool 

1 

6.5 ; 0.0 

34.9 j22.8 

Fetal Kidney 

0.0 

0.0 

5.1 

< 

2.4 

Renal ca. 786-0 

0.0 

0.0 

0.2 

0.0 

Renal ca. A498 

o.o |o.o 

0.1 

0.0 

Renal ca. ACHN 

o.o jo.o 

0.7 

0.7 

Renal ca. UO-31 

o.o jo.o 

0.3 

0.0 

Renal ca. TK-10 

o.o jo.o 

2.5 

3.0 

Bladder 

o.o Jo.o 

3.0 

3.4 

Gastric ca. (liver met) 
NC1-NS7 

0.0 

0.0 

1.7 

1.1 

Gastric ca. KATO III 

0.0 

0.0 

0.4 

0.0 

Colon ca. SW-948 

0.0 

0.0 

0.0 

0.0 

Colon ca. SW480 

9.5 

0.0 

39.0 

28.3 


556 


WO 2003/023008 


PCT/US2002/028596 


Colon ca.* (SW480 
met) SW620 

in t 
1.1 I 

! | 
).0 115.5 11.7 

Colon ca. HT29 I 

3.0 ( 

).0 ,0.0 jo.o 

Colon ca. HCT-116 

1.6 |( 

).0 |3.8 )i 

5.0 

Colon ca. CaCo-2 

10.4 < 

).o : 

>2.2 

14.9 

Colon cancer tissue j 

0.0 |l 

3.0 < 

5.5 | ( 

?.2 

|colon ca. SW1116_ j 

0.0 j 

0.0 

1-7 12-2 

Colon ca. Colo-205 J 

0.0 1 

0.0 ( 

3.2 | 

O.O 

Colon ca. S W-48 

0.0 jO.O |l.3 

1.4 

Colon Pool 

0.0 jo.O 128.7 _ : 

14.2 

Small Intestine Pool 

0.0 (0.0 

10.5 

7.4 

Stomach Pool 

0.0 jO.O 16.2 19.2 

Bone Marrow Pool ^ 

OX) 

0.0___ 

] Lf . ^ ki - - 

Fetal Heart 

0.0 

0.0 

24.3 |l_K3 _ 

Heart Pool 

5.2 

0.0 

i 

23.0 

15.2 

Lymph Node Pool lo.O 

0.0 |30.4 

14.1 

" ~ i r j . . _ 

Fetal Skeletal Muscle 136.9 JO.O |4o.7 

33.0 

jskeletal Muscle Pool 

12.3 

0.0 |21.5 ]21.2 

Spleen Pool 

jo.o 

0.0 |2.0 jl.2 

Thymus Pool 

jo.o 

0.0 

7.5 ;6.1 

CNS cancer (glio/astro) 
U8 Zl M 5L 

t 

1.6 

0.0 


10.4 

CNS cancer (glio/astro) 
U-118-MG 

0.0 

0.0 

2.9 

3.4 

CNS cancer 
(neuro;met) SK-N-AS 

0.0 

0.0 

1.7 

1.8 

CNS cancer (astro) SF- 
539 

0.0 

0.0 

0.2 

0.0 

CNS cancer (astro) 
SNB-75 

1.9 

0.0 

5.9 

12.0 

CNS cancer (glio) 
SNB-19 

84.1 

25.0 

100.0 

100.0 

CNS cancer (glio) SF- 
295 

1.8 

0.0 

9.0 

7.7 
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Brain (Amygdala) Poo[ 

2.3 


1 

10.0 


6.9 

5.5 

Brain (cerebellum) 

6.6 



— .-■ — ""■* 

jO.O 


11.1 


11.0 

Brain (fetal) 

3.0 

— — 

1 

io.o 


11.5 

6.9 

Brain (Hippocampus) 
Pool _ 

3.1 


p.o 


11.0 

8.5 

Cerebral Cortex Pool 

1.7 


jo.o 


7.5 

6.8 _ 

Brain (Substantia nigra) 
Pool 

1.8 


\V.\J 

t 


8.5 

5.2 

Brain (Thalamus) Pool 

0.0 

... 

iO.O 


10.0 

6.8 

Brain (whole) 

0.0 


jo.o 


8.0 

6.8 

Spinal Cord Pool 

3.2 


*i 
jo.o 


12.8 

6.4 

Adrenal Gland 

0.0 


jo.o 


6.1 

8.4 

Pituitary gland Pool 

0.0 


;o.o 


0.8 

0.6 


Salivary Gland 

0.0 


lo.o 


i.i 




Thyroid (female) 

0.0 


|o.o 


0.8 


[2.6 


Pancreatic ca. 
CAPAN2 

j 

0. 0 jo.o 

1 < .... ^ 

0.8 

0.9 

Pancreas Pool 

|ao 


10.0 


1.1 


jo.s 


Table AMG. Panel 4. ID 

I 
I 

Tissue Name J 
!l 

]i 

tel. 

ixp.(%) ! 

^g6430, 

tun 

.68767563 

Rel. ! 
Exp.(%) 
Ag6434, 
Run 

268713326 

Tissue Name 

Rel. 

Exp.(%) 
Ag6430, 
Run 

268767563 

Rel. 

Exp.(%) 
Ag6434, 
Run 

268713326 

Secondary Th l act |C 

).0 

0.0 

i 

iHUVEC IL-lbeta 

0.0 

0.0 

Secondary Th2 act ( 

).0 

0.0 

jHUVEC 1FN gamma 

0.0_ 


0.0 

Secondary Trl act '( 

).0 

0.0 

jHUVECTNF alpha + 
jlFN gamma 

0.0 


0.0 

Secondary Thl rest ( 

).0 

0.0 



■ 

HUVEC TNF alpha + ■ 
1L4 

0.0 

0.0 

Secondary Th2 rest ( 

).0 

0.0 

— — » 

jHUVEC IL-ll 

0.0 3 

0.0 

Secondary Trl rest ( 

).0 

0.0 

Lung Microvascular 
EC none 

0.0 

0.0 

Primary Thl act ( 

3.0 

lo.o 

i 

Lung Microvascular 
EC TNFalpha + IL- 
Ibeta 

0.0 

0.0 


558 


WO 2003/023008 


PCT/US2002/028596 


Primary Th2 act < 

— ■■ ■— f 

10 ]( 

i 

3.0 

j 

j Microvascular Dermal ( 
iEC none 

3.0 '< 

3.0 

Primary Trl act 

10 1 

3.0 

iMicrosvasuIar Dermal 
: EC TNFalpha + IL- 
ilbeta 

0.0 j 

3.0 

Primary Thl rest 

0.0 

I 

0.0 

* r i 

'Bronchial epithelium j 
:TNFalpha + ILlbeta j 

0.0 

0.0 

Primary Th2 rest 

' 1 

i 

0.0 \ 

1 

0.0 

i 

(Small airway 
jepjxneiium none 

0.0 

0.0 

Primary Trl rest 

1 

u.u 

U.VJ 

(Small airway 

<pnithplinm TNFalnha 

j-ML-lbeta J 

0.0 

0.0 

lymphocyte act 

0.0 

0.0 

n nrnnprv arterv SMC 

irest 

0.0 

— — -1 

0.0 
0.0 

CD45KU CJJ4 
lymphocyte act 

0.0 

3.9 

(V,U1 VJ1ICI y alltljr kjivi^, 

•TNFalpha + IL-lbeta 

0.0 

CDS lymphocyte act 

Secondary CD8 
lymphocyte rest 

0.0__ 

00 

♦Astrocytes rest ^ 

12.0 

100.0 

0.0 

0.0 

^Astrocytes TNFalpha 
j+IL-lbeta 

100.0 

97.3 

1 ' 
Secondary CDS 
lymphocyte act 

0.0 

0.0 

■KU-8 12 (Basophil) 
Jrest 

0.0 


CD4 lymphocyte 
none 

to 

0.0 

1 

IKU-8 12 (Basophil) 
jPMA/ionomycin 

0.0 

0.0 

2ry 

Thl/Th2/Trljmti- 

0.0 

1 

0.0 

! 
1 

i 

CCD1106 

(Keratinocytes) none 

0.0 

0.0 

jlais. ceus iesi 

O 1 

7.9 

jCCD1106 
(Keratinocytes) 
STNFalpha+IL-lbeta 

0.0 

0.0 

LAIS. CcllS 

0 0 

V/.V/ 

0.0 

jLiver cirrhosis 

0.0 

3.4 

LAK cells IL-2+IL- 
12 

0.0 

0.0 

NCI-H292 none 

0.0 

0.0 

LAK cells IL-2+IFN 
gamma 

0.0 

! 

0.0 

NCI-H292 IL-4 

0.0 

0.0 

LAK cells IL-2+ IL- 
18 

0.0 

0.0 


NC1-H292 IL-9 

0.0 

0.0 

LAK cells 
PMA/ionomycin 

0.1 

7.0 


NCI-H292 IL-13 

0.0 

'o.o 

I 

i , 

NK Cells IL-2 rest 

0.0 

0.0 

NCI-H292 I FN 
gamma 

0.0 

0.0 
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i wo way lvLLtx -> 
day 

D.O ( 

3.0 

HP A EC none < 

D.O 

0.0 

Two Way MLR 5 
day 

0.0 

9.0 

HPAEC TNF alpha + 
IL-1 beta 

D.O 

0.0 

Two Way MLR 7 
day 

0.0 

0.0 

Lung fibroblast none 

D.2 

72.7 

PRMC rest 

0.0 

0.0 

Lung fibroblast TNF 
alpha + IL-1 beta 

0.1 

36.6 

PBMC PWM 

0.0 

0.0 

Lung fibroblast IL-4 

0.1 

62.4 

PBMC PHA-L 

0.0 

0.0 

Lung fibroblast IL-9 ;0.1 

52.5 

Ramos (B cell) none 

0.0 

0.0 

Lung fibroblast 1L- 13 jO.O 

14.6 

Ramos (B cell) 
ionomycin 

0.0 

0.0 

Lung fibroblast IFN <q 2 
gamma 

41.5 

B lymphocytes PWM 

L f\ jDermal fibroblast 
00 I 0 ' 0 |CCD1070rest 

0.0 

5.1 

B lymphocytes 
CD40L and IL-4 

0.0 

0.0 

Dermal fibroblast 
CCD 1070 TNF alpha 

0.0 

7.2 

EOL-1 dbcAMP 

0.1 

4.4 

Dermal fibroblast 
CCD 1070 IL-1 beta 

0.0 

0.0 

EOL-1 dbcAMP 
PMA/ionomycin 

0.0 

0.0 

Dermal fibroblast IFN L - 

lO.l 

gamma I 

24.5 

jDendntic cells none 

0.0 

4.5 

Dermal fibroblast IL-4 

0.1 

28.7 

Dendritic cells LPS 

0.0 

0.0 

Dermal Fibroblasts 
rest 

0.1 

< 

44.4 

Dendritic cells anti- 
CD^ 

0.0 

0.0 

Neutrophils 
TNFa+LPS 

0.0 

0.0 

Monocytes rest 

0.0 

0.0 

^Neutrophils rest 

0.0 

0.0 

Monocytes LPS ^ 
Macrophages rest 

0.0 

5.9 

Colon ^ 

9-iL i*J 

0.0 

0.0 

Lung 

o.o jo.o 

Macrophages LPS 

0.1 

9.1 

Thymus 

o.o Jo.o 

HUVEC none 

0.0 

0.0 |Kidney 

0.1 js.i 

HUVEC starved 

0.0 

0.0 | 


CNS_neurodegeneration_vl.0 Summary: Ag6430/Ag6434 This panel confirms 


the expression of this gene at low levels in the brains of an independent group of 
individuals. However, no differential expression of this gene was detected between 
Alzheimer's diseased postmortem brains and those of non-demented controls in this 
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experiment. See Panel 1 .6 for a discussion of this gene in treatment of central nervous 
system disorders. 

General_screening_panel_vl.6 Summary: Ag6424/Ag6430/Ag6434 Highest 
expression of this gene is detected in a ovarian cancer IGROV-1 cell line and brain cancer 

5 SNB-19 cell lines (CTs=25-33.7). In addition, moderate to low levels of expression of this 
gene is also seen in some of the colon, ovarian and brain cancer cell lines. Thus, expression 
of this gene may be used as a marker to detect the presence of colon, ovarian and brain 
cancers. Furthermore, therapeutic modulation of this gene may be useful in the treatment of 
these cancers. Moderate to low levels of expression of this gene is also seen in all the 

1 0 regions of central nervous system, tissues with metabolic/endocrine functions, and number 
of cancer cell lines. Moderate levels of expression of this gene is seen in normal tissues 
represented by breast, testis, prostate, uterus, gastrointestinal tract, and tissues with 
metabolic/endocrine functions including adipose, heart, skeletal muscle, and adernal gland. 
Therefore, therapeutic modulation of this gene or its protein product may be useful in the 

1 5 treatment of diseases associated with these tissues, including obesity, diabetes and 

inflammatory bowel disease. In addition, moderate to low levels of expression of this gene 
is also seen in some regions of central nervous system, and some brain, colon and ovarian 
cancer cell lines. 

Panel 4.1D Summary: Ag6430/Ag6434 Highest expression of this gene is detected 
20 in both resting and cytokine activated astrocytes (CTs=22-34.S). Therefore, therapeutic 
modulation of this gene or the design of therapeutics with the encoded protein could be 
important in the treatment of multiple sclerosis or other inflammatory diseases of the CNS. 

In addition, moderate to low levels of expression of this gene is also seen in resting 
and cytokine treated lung and dermal fibroblasts, as well as in normal tissues represented by 
25 colon, lung, thymus and kidney. Therefore, modulation of the gene product with a 

functional therapeutic may lead to the alteration of functions associated with these cell types 
and lead to improvement of the symptoms of patients suffering from autoimmune and 
inflammatory diseases such as asthma, allergies, inflammatory bowel disease, lupus 
erythematosus, psoriasis, rheumatoid arthritis, and osteoarthritis. 

30 AN. CG56054-05: Integrin alpha 7-like protein. 
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Expression of gene CG56054-05 was assessed using the primer-probe set Ag6436, 
described in Table ANA. 


Table ANA . Probe Name Ag6436 


Primers jSequences i 

Length 

Start Position 

SEQ ID No 

Forward 

i 

5 ' -gggcaagattgttacctgtg- ; 
3' 

20 

402 

471 

Probe 

TET- 5 ' - 

ctgacgggcatcccgagct-3 • - 
TAMRA 

19 

440 

472 

Reverse 

5 1 -ccctggatgcccatc-3 1 

15 

466 

473 


5 AO. CG56054-06 and CG56054-07: Integrin alpha 7-Hke protein. 

Expression of gene CG56054-06 and CG56054-07 was assessed using the primer- 
probe sets Ag4983, Ag6442, Ag6425, Ag643 1, Ag6438, Ag6439, Ag6440, Ag641 3 and 
Ag6964, described in Tables AOA, AOB, AOC, AOD, AOE, AOF, AOG, AOH and AOI. 
Results of the RTQ-PC R runs are shown in Tables AOJ, AOK, AOL, AOM, AON and 
1 0 AOO. Note that CG56054-07 is recognized by probe-primer sets Ag6425 and Ag6440. 


Table AOA . Probe Name Ag4983 


Primers 

i 

Sequences 

Length 

Start 
Position 

SEQ ID No 

' ~ | 5 ,. 

Forward jccaggtcaccttctacctcatc-3 ' 

22 • 

1057 

474 

Probe 

TET- 5 ' - 

cttagcacctccgggatcagcatt- 
3 1 -TAMRA 

24 

1079 

475 

Reverse 

aacagcagctctacctccagtt-3 ' 

22 

1113 

476 

.. . 

Table AOB. Probe Name Ag6442 




Primers 

Sequences 

Length 

Start Position 

SEQ ID No 

Forward 

5* - 

gatgtggacagtagggatagga-3* 

22 

1496 

477 

Probe 

TET- 5 1 - 

ccacctgagcagcaggagcct-3 1 - 
TAMRA 

21 

1535 

478 

Reverse 

5 1 -gcgcagtccagggtg-3 1 

15 

1621 

479 
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Table AOC . Probe Name Ag6425 


Primers 

Sequences 

Length 

Start Position 

SEQ ID No 

Forward 

5 ' -cggatgcacaccccat-3 ' 

16 

2118 

480 

Probe 

TET-5 ' - 

catcccgagctgggcccc-3 * - 
TAMRA 

IS 

2150 

481 

iReverse 

5 • -gccctggatgcccat-3 ' 

15 

]2169 

482 

Table AOD. Probe Name Ag6431 

Primers 

Sequences 

Length 

Start 
Position 

|SEQ ID No 

Forward 

5 ' -aaacatcaccctggactgc-3 1 

19 

1615 

S4S3 

Probe 

TET-5 1 - 

tggtgttcagctgcccactctacag- 
3 » -TAMRA 

25 

1656 

r 

I 

(Reverse 

1 

|5 ' -ccgcgcggtcaaa-3 1 

13 

1682 

|485_ 


Table APE . Probe Name Ag6438 


Primers 

Sequences 

Length 

Start Position JsEQ ID No 

Forward 

5 ' -cagttgcagccctgga-3 ' 

16 

342_ 

486 

Probe 

TET-5' - 

ccaggttccccgtgtgacgttc- 
3 ' - TAMRA 

22 

397 

487 

Reverse 

5' -tcttccaggttacggctca-3 1 

19 

420 

488 

Table AOF. Probe Name Ag6439 

Primers 

Sequences 

Length 

Start Position 

SEQ ID No 

Forward 

5» -ctgtggtggcagaaggagt- 
3 ■ 

19 

1872 

489 

Probe 

TET-5 ' - 

jccctggtgggtcatcctcctg- 
|3 ' -TAMRA 

21 

1892 

490 

Reverse 

1 

I 5 '" 

|gaagaatcccatcttccacag-3 ' 

21 

1958 

491 

Table AOG. Probe Name Ag6440 

Primers 

{sequences [ 

Length 

Start Position 

SEQ ID No 
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Forward 

5' -accatcctgaggaacaactg- 

3 ' ----- - 

20 

2075 U2 
1 

Probe 

TET- 5 1 - 

ctgacgggcatcccgagct-3 1 - 
TAMRA 

19 

2142 ^93 

.1 

— - 

Reverse 

5' -ccctggatgcccatc-3 ' 

15 

2168 |494 

Table AOHL Probe Name Ag6413 

Primers 

Sequences 

Length 

Start Position jsEQ ID No 

Forward 

r' ' rri J 

5' - 

ggtgaagacaagatctgccag-3 ' 

21 

695 

495 

Probe 

TET- 5 ' - 

tgtacccgggtcagcgacacg- 
3 ' -TAMRA 

21 

746 

- ~j 

496 

Reverse 

1 

5' -gctgttgttccatccacatc- 

I 3 ' ~ - 

20 

788 

497 


Table AOL Probe Name Ag6964 


Primers JSequences 1 

Length 

Start Position |sEQ ID No 

Forward 

5 1 -ggccccagacatgca-3 * 

15 

1701 

498 

r 1 

Probe 

TET- 5 * - 

actctacagctttgaccgcgcgg- 
3 1 -TAMRA 

23 

1672 

- - - 

499 

r — ; 

Reverse |5 • -gccaactgtgtggtgttca- 3 • 

19_ 

1646 

500 


Table AOJ , CNS_neurodegeneration_vl.O 


Tissue Nome 
AD 1 Hippo 

Rel. 

Exp.(%) 
Ag4983, 
Run 

218649223 

Rel. 

Exp.(%) 
Ag6413, 
Run 

269253983 

Rel. 

Exp.(%) 
Ag6431, 
Run ! 
268030722 | 

... .. ,.. 

Rel. IRel. 
Exp.(%) |Exp.(%) 
Ag6439, jAg6440, 
Run jRun 
269254002 (269254003 

Rel. 

Exp.(%) 
Ag6442, 
Run 

264979298 

23.7 

24.8 

18.8 j21.6 jl8.9 

19:2 

AD 2 Hippo 

41.2 

52.9 

28.7 

28.9 

61.1 

49.7 

AD 3 Hippo_ 
AD 4 Hippo 
AD 5 Hippo 

8.9 

6.4 

7.5 

6.1 

9.7 

20.4 

14.8 

25.5 

18.8 

17.6 

23.3 

5.6 

44.8 

41.8 

38.4 

42.6 :34.6 

57.4 

AD 6 Hippo jlOO.O 

100.0 

100.0 

100.0 

100.0 

90.1 
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Control 2 
Hippo 

>4.3 

36.1 |29.5 

32.5 [29.9 

28.5 

Control 4 ^ 
Hippo 'i 

42.9 

43.8 J: 

32.3 

i 

37.9 154.7 

86.5 

Control (Path) 
3 Hippo 

14.2 

11.4 

5.0 

6.4 I 

5.8 

0.0 

AD 1 

J empoiai ctx 

23.3 

15.9 

17.1 j 

1 

24.5 

12.6 

16.8 

AD 2 

I emporal ctx 

41.5 

47.3 

1 

39.8 

27.5 

59.0 

21.6 

AD 3 

lempoial Ctx 

9.5 

9.8 

u, j 

9.0 

17.1 

5.7 

AD 4 

Temporal Ctx 

30.6 

39.0 

25.3 

30.4 

29.9 

8.7 

AD 5 Inf 
I emporal Ctx 

45.4 

37.1 

36.3 

41.8 ; 

41.8 

73.7 

"- - " 1 

AD 5 Sup 
Temporal Ctx 

51.1 

39.0 

32.3 

38.7 

39.2 

55.9 

AD 6 Inf 
I emporal Ctx 

38.2 

59.9 

46.7 

i 

;47.6 48.6 

J ! . 

76.8 

AD 6 Sup 
Temporal Ctx 

43.8 

48.6 

1 

50.3 j50.3 

17.0 

59.9 

Control 1 
Temporal Ctx 

12.2 

23.0 

i 

15.6 j24.0 

u . i 

23.3 

46.7 

Control 2 
Temporal Ctx 

14.2 

32.5 

I 

17.4 114.9 
i 

43.5 

50.0 

Control 3 
Temporal Ctx 

15.1 

15.3 

1" 

14.5 .16.5 
1 

9.2 


Control 3 
Temporal Ctx 

23.7 

25.0 

13.1 U.S 

30.1 

1 

13.6 

Control (Path) 
I Temporal 
Ctx 

r 

I 

|26.1 

i , 

47.0 

30.6 

1 

39.8 [51.1 
* 

46.0 

Control (Path) 
2 Temporal 
Ctx 

24.5 

25.9 

20.4 

(24.8 
i 

t 

7.2 

0.0 

Control (Path) 
3 Temporal 
Ctx 

11.7 

16.0 

10.9 

jll.9 

9.9 

31.0 
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Control (Path) j 
4 Temporal ' 
Ctx 

21.9 

27.4 

18.2 

j 

21.6 jl4.9 

39.5 

r' 

AD 1 Occipital 
Ctx 

16.0 

11.9 J 

11.5 

16.0 js.8 

6.3 

AD 2 Occipital 
Ctx (Missing) 

0.0 

0.0 

0.0 

0.0 j 

r — * 

0.0 

1 

0.0 

AD 3 Occipital j 
Ctx 1 

10.7 

6.0 

8.8 

j 

10.2 ! 

] 

7.8 ] 

4.9 

AD 4 Occipital 
Ctx 

18.9 

23.7 

17.9 

j 

18.6 ! 

.-- i 

35.4 

11.1 

i ; 
AD 5 Occipital L . „ 
ICtx r 

28.3 

22.5 

22.7 

16.6 

42.3 

AD 6 Occipital! 
Ctx 

20.6 

31.9 

17.0 

. i 

22.1 

23.5 

14.8 

Control 1 
Occipital Ctx 

Control 2 
Occipital Ctx 

9.5 

14.4 

..... . 

8.7 ; 

7.2 

■j 

15.2 

8.8 
82.4 

31.9 

42.6 

33.2 ; 

29.3 

35.8 

r ~ ^ 

Control 3 
Occipital Ctx \ 

13.0 

17.1 

1 _. 

19.2 

4.4 

8.8 

Control 4 
Occipital Ctx 

1 

18.2 jl7.0 

12.6 

13.6 

12.9 

24.0 

Control (Path) 
1 Occipital Ctx 

38.2 

52.5 

36.1 

39.5 

22.4 

100.0 

Control (Path) 
2 Occipital Ctx 

9.6 

14.1 

7.9 

7.0 

5.0 

9.3 

Control (Path) 
3 Occipital Ctx 

4.8 

8.7 

6.0 

5.9 

6.7 

4.1 

Control (Path) 
4 Occipital Ctx 

16.2 

13.2 

10.2 

i 

11.4 

11.9 

32.8 

Control 1 
Parietal Ctx 

14.4 
32.8 

21.9 
28.9 

Il6.3 
1 

15.7 

33.2 

9.2 

Control 2 
Parietal Ctx 

28.3 

T 

|s7.1 

17.4 

2S.1 

Control 3 
Parietal Ctx 

20.6 

19.8 

8.7 

jio.s 

1 

21.6 

9.1 

Control (Path) 
1 Parietal Ctx 

35.4 

62.4 

39.2 

j37.9 

1 

j47.3 

69.3 
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- j 

Control (Path) j 22 , 

2 Parietal Ctx | ' 

23.8 

22.5 

18.7 

17.1 

37.6 

Control (Path) L ~ 
3 Parietal Ctx | ' 

15.4 

7.1 

12.0 

11.7 

10.4 

Control (Path) L 2 
4 Parietal Ctx i ' 

34.2 

8.S 

27.9 

29.3 

27.5 


Table AOK . General_screening_panel_vl.4 


- - I 

Tissue Name 

Rel. Exp.(%) 
\g4983, Run 
2 18328386 

] 

Tissue Name 

Rel. Exp.(%) 
4g4983, Run 
218328386 


25.3 

Renal ca. TK- 10 _] 

^0 _ _ 

Mplnnnma* Hs68Bf A"* T 

1.0 

Bladder 

7.0 

Melanoma* Hs688(B).T 

2.9 

Gastric ca. (liver met.) 
NCI-N87 1 

1.9 

Melanoma* Ml 4 

0.7 

Gastric ca. KATO III 

0.7 

Melanoma* LOXIMVI 

0.0 
29.9 

Colon ca. SW-948_ J 
Colon ca. SW48Q 

CU 

4 li 

17.1 

Melanoma* SK-MEL-5 

Squamous cell carcinoma 
SCC-4 

0.1 

1 C\ "7 

Colon ca.* (SW480 met) 

O WOZ.V 

Testis Pool 

i_,oiun ta. n i ~y 

0.5 

Prostate ca * (bone met^ 
PC-3 

2.9 

Colon ca. HCT-116 

5o 

Prostate Pool 
Placenta 

1S.4 

Colon ca. CaCo-2 

21.8 

0.4 

Colon cancer tissue 

12.7 

Uterus Pool 

10.4 

Colon ca. SW1U6 


Ovarian ca. OVCAR-3 

1.2 

Colon ca. Colo-205 

0.4 

Ovarian ca. SK-OV-3 

1.7 

Colon ca. SW-48 

1.5 

Ovarian ca. OVCAR-4 

0.6 

Colon Pool 

31.4 

Ovarian ca. OVCAR-5 
Ovarian ca. IGROV-1 

2.1 m 

Small Intestine Pool 

12.1 

87.7 

Stomach Pool 

13.6 

Ovarian ca. OVCAR-8 

10.6 

Bone Marrow Pool 

13.2 

Ovary _ 

4.7 

Fetal Heart 

24.1 

Breast ca. MCF-7 

0.4 

Heart Pool 

34.9 

Breast ca. MDA-MB-231 

0.4 

Lymph Node Pool 

26.4 
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Breast ca. BT549 < 

),6 !i 

r etal Skeletal Muscle 

55.1 

Breast ca. T47P : 

5.1 _J 

Skeletal Muscle Pool 

32.4 

Breast ca. MDA-N 

1.0 

5pleen Pool 

3.3 

Breast Pool 

1 o o 

18.2 

l nymus rooi 


Trachea 


CNS cancer (glio/astro) 

Ui> /-lVlvj 

14.9 

Lung 

3.7 | 

CNS cancer (glio/astro) 
U-118-MG 

5.1 

Fetal Lung 

7.2 

CNS cancer (neuro;met) 
SK-N-AS 

2.6 

T liner ra MPTM417 

2.3 

CNS cancer (astro) SF- 
539 

0.2 

■ ™ „ ™ 

bung ca. LX-1 

9.7 

CNS cancer (astro) SNB- 
75 

11.9 

Lungca. NCI-H146 

jcNS cancer (glio) SNB- 
0.3 j, 9 

100.0 

Lung ca. SHP-77 

8.1 

CNS cancer (glio) SF-29s|l4.6 | 

Lung ca. A549 

0.7 

Brain (Amygdala) Pool js.O 

Lungca. NCI-H526_ 

0.4 

Brain (cerebellum) 

11.5 

Lung ca. NCI-H23 

6.4 jBrain (fetal) 

10.8 

Lungca. "NC1-H460 

|Brain (Hippocampus') 
02 iPool 

11.6 

Lung ca. HOP-62 

0.9 

Cerebral Cortex Pool 

12.9 

V ^ 

It \t/^i "I I COO 

Lung ca. NCI-H522 

2.2 

Brain (Substantia nigra) 
Pool 

15.9 

Liver 

0.2 

Brain (Thalamus) Pool 

13.7 

Fetal Liver 

0.6 

Brain (whole) 

7.7 

Liver ca. HepG2 

0.3 

Spinal Cord Pool 

14.9 

Kidney Pool 

41.8 

Adrenal Gland 

7.9 

Fetal Kidney 

4.9 

Pituitary gland Pool 

1.3 

Renal ca. 786-0 

0.3 

Salivary Gland 

1.6 

Renal ca. A498 

0.4 

Thyroid (female) 

3.0 

Renal ca. ACHN 

2.1 

Pancreatic ca. CAPAN2 

1.5 

Renal ca. UO-31 

0.6 

Pancreas Pool 

16.0 
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Table AOL . General_screening_paneljvl.5 


Tissue Name 

Rel. Exp.(%) 
Ag6442, Run 
264979530 

Tissue Name 

Reh Exp.(%) 
Ag6442, Run 
264979530 

Adipose 

3.2 

Renal ca. TK-10 

0.8 

Melanoma* Hs688(A).T 

0.5 

Bladder b.l 

ivie idiiunia niooo^Dj. i 


Gastric ca. (liver met.) L 7 
NCI-NS7 r' 

Melanoma* Ml 4 

0.7 

Gastric ca. KATO III 

0.2 

Melanoma* LOXIMVI 

0.0 i 

Colon ca. SW-948 

0.1 

Melanoma* SK-MEL-5 

S.9 

Colon ca. SW480 

17.7 

Squamous cell carcinoma 
SCC-4 

0.0 

Colon ca.* (SW480 met) 
SW620 

7.9 

Testis Pool 

3.5 



Colon ca. HT29 

0.5 

Prostate ca.* (bone met) 
PC-3 

0.1 

Colon ca. HCT-116 

2.4 

Prostate Pool 

3.1 

Colon ca. CaCo-2 

10.2 

Placenta 

0.4 

Colon cancer tissue 

10.7 

Uterus Pool 

5.4 

Colon ca.SWl!16 

1.3 

Ovarian ca. OVCAR-3 

0.4 

Colon ca. Colo-205 

0.0 

Ovarian ca. SK-OV-3 

0.1 

Colon ca. SW-48 

0.7 

Ovarian ca. OVCAR-4 

0.3 

Colon Pool 

|S2_ 

Ovarian ca. OVCAR-5 

0.8 

Small Intestine Pool 


Ovarian ca, IGROV-1 

66.0 

1 

jStomach Pool 



Ovarian ca. OVCAR-S 

11.2 

Bone Marrow Pool 

3.3 

Ovary 

2.0 JFetal Heart 

7.6 

Breast ca. MCF-7 

0.1 iHeartPool 

13.3 

Breast ca. MDA-MB-231 

0.2 [Lymph Node Pool 

7.1 

Breast ca. BT 549 

0.4 iFetal Skeletal Muscle 

16.5 

Breast ca. T47D 

0.0 

Skeletal Muscle Pool 

100.0 

Breast ca. MDA-N 

0.5 

Spleen Pool 

1.9 

Breast Pool 

7.4 

Thymus Pool 

5.5 
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Trachea 

CNS cancer (glio/astro) 
2A |U87-MG 

7.4 

Lung 

JCNS cancer (glio/astro) 
J ' 5 iu-118-MG 

2.6 

Fetal Lung 

3.8 j 

CNS cancer (neuro;met) 
SK-N-AS 

1.2 

Luneca NCI-N417 

1.6 j 

CNS cancer (astro) SF- 
539 

0.2 

Lung ca. LX-1 

1.4 

CNS cancer (astro) SNB- 
75 

6.7 

Lungca. NCI-H146 

— " ■ " 

0.4 

CNS cancer (glio) SNB- \ 
19 

63.7 

Lung ca. SHP-77 

2.0 

CNS cancer (glio) SF-295 

4.0 

Lung ca. A549 

0.2 

Brain (Amygdala) Pool 

5.0 

Lungca.NCI-H526 

0.6 

Brain (cerebellum) 

3.3 

Lungca.NCI-H23 

2.0 

Brain (fetal) 

1.9 

Lungca. NCI-H460 

0.1 

Brain (Hippocampus) 

Pnnl 

5.7 

Lungca.HOP-62 

u.o 


4.6 

Lung ca. NCl-nb22 

1.1 

Brain (Substantia nigra) 
Pool 

< i 
j . i 

Liver 

0.2 

Brain (Thalamus) Pool 

3/7 

Fetal Liver 

0.2 ~ 

Brain (whole) 

3.2 

Liver ca. HepG2 ^ 

0.0 

Spinal Cord Pool 

9.0 

Kidney Pool 

15.6 

Adrenal Gland 

3.1 

Fetal Kidney 

1.0 

Pituitary gland Pool 

0.7 

Renal ca. 786-0 

0.2 

Salivary Gland 

0.7 

Renal ca. A498 

0.2 

Thyroid (female) 

1.0 

Renal ca. ACHN 

0.2 

Pancreatic ca. CAPAN2 

0.5 

Renal ca. UO-3 1 

0.4 

Pancreas Pool 

8.8 


Table AOM . General_screening_panel_vl .6 
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Tissue 
Name 

Rel. IReL 
Exp.(%) |Exp.(%) 
Ag6413, |Ag6425, 
Run ]Run 
27724937 |27722172 i 

i U .! 

Rel. | 
Exp.(%) j 
Ag6431, ; 
Run 

27763356 
8 

I j 
Rel. jRel. 1 
Exp.(%) jExp.(%) 
Ag6431, jAg6438, 
Run Run 
27838939 127722317 
0 [3 

Rel. ; 
Exp.(%) 
Ag6439, 
Run 

27722317 \ 

5_ 

Rel. \ 
Exp.(%) i 
Ag6440, 
Run 

27722317 ; 

7 

Rel. 

Exp.(%) 
Ag6964, 
Run 

27838894 
6 

Adipose 

25.9 

2.6 ! 

17.4 

13.8 j25.0 

17.3 

3.7 ! 

18.8 

Melanoma 

* 

Hs688(A). 1 
T 

0.5 

0.0 

0.8 

( 

0.9 jO.O 

! 1 

0.4 ! 

0.0 

0.7 

Melanoma 

* 

Hs688(B). 
T 

2.7 | 

0.2 

2.5 

2.2 jo.O 

.! 

i 

2.9 

! 

0.8 

2.4 

Melanoma 
*M14 

0.3 

0.0 

0.4 

0.4 :0.0 

1 

0.4 

0.0 !<3.7 
» 

i 

Melanoma i 

* jo.o 

LOXIMVI J 

0.0 

0.0 

i 

o.o jo.o 

0.0 

0.0 

0.1 

Melanoma 

*SK- 

MEL-5 

i , 

]15.2 

i 

— 

2.2 

I 

18.2 

— J 

14.6 129.5 

18.3 

3.0 

15.9 

ISquamous 
cell 

carcinoma 
SCC-4 

0.0 

J 

i . . 

0.0 

01 
0.1 

1 | 

0.2 Jo.O 

■ 

U.U 

0.0 

0.1 

Testis L, 

Pool r~ 

.3.5 

| 

i 

10.4 

9.0 |4.6 

9.1 

j 

3.0 &.9 

1 

i 

Prostate j 
ca.* (bone jl.9 
jmet) PC-3 ( 

jo, 

I 

1.9 

■ 

1.8 

0.0 

1.3 

1.2 

4.3 

Prostate L t 

pool r 1 

i 

1.0 


12.1 (7.7 

28.5 

2.1 

10.0 

Placenta jo.5 

j 

0.0 

0.1 

0.1 (0.0 jo.5 

0.0 
2.3 

0.4 
4.1 

Uterus L 0 
Pool ! 

1.5 

4.6 

1 

4.5 jO.O 

i 

5.3 

Ovarian 
ca. 

OVCAR-3 

! 

jo.9 

0.3 

0.7 

i 

1.1 jO.O 

1.6 

0.4 

4.0 

Ovarian 
ca. SK- 
OV-3 

|0.8 

1 

0.2 

0.8 

0.9 

0.0 

1.3 

0.5 

1.7 
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Ovarian 
ca. i 
OVCAR-4j 

0.2 

0.0 

0.4 

0.8 

0.0 

0.9 

0.0 

0.5 

Ovarian \ 
ca. 11.6 
OVCAR-5; 

1.3 

1.3 

1.7 

0.0 

1.4 

4.2 

7.9 

Ovarian 
ca. 

IGROV-1 * 

ioo.o ! 

! 

i 

100.0 

84.7 

97.9 

3.5 

69.3 

100.0 

75.8 

Ovarian j 
ca. 

OVCAR-S 

5 

13.6 

21.9 

15.6 

14.6 

. i 

0.0 

17.3 

,_ l 

! 

18.2 
0.8 

16.7 
2.4 

Ovary 

2.7 

0.3 

3.1 

J 

2.3 |0.8 |2.8 

Breast ca. , 
MCF-7 

0.3 

0.0 

0.1 

0.2 

0.0 

0.5 

h : 

0.5 

Breast ca. 
MDA- 

1 VJ U ~J 1 

0.1 

0.0 

0.2 

0.2 

0.0 

0.2 

i ; 

1 

;0.0 
i 

0.3 



Breast ca. 

0.5 

i 

0.0 

0.1 

0.5 

A A 

0.6 0.0 

0.4 
0.5 

Breast ca. 
T47D 

0.0 

0.0 

0 2 

0.3 

0.0 

0.4 |0.3 

Breast ca. 
MDA-N 

0.6 

0.0 

0.6 

0.6 

0.0 

i 

0.6 |0.3 

0.8 

Breast 
Pool__ 

. ._. j 

15.0 J4.I 

14.6 

10.7 

21.9 

12.2 J3.5 

16.7 

Trachea 

4.5 b.7 

4.8 

4.2 

9.7 

4.7 ]7.4 

r ■•—»—>"■— 

5.6 t 

Lung 

2.8 

0.7 

4.2 

3.2 

0.0 

.1 

3.9 J5.3 

5.1 

D. I 

Fetal Lung 

3.9 

0.3 

J.KJ 

4.8 

7.4 

5.3 |2.9 

Lung ca. 
NCI-N417 

2.0 

!0.9 

i 

3.3 

h 

0.0 

4.0 

1 

2.0 

2.3 

Lung ca. 
LX-1 

i 

3.5 I2.7 

5.0 

3.5 

0.0 

4.9 

6.3 

44.1 

Lung ca. 
NCI-H146 

0.1 jo.o 

0.1 

0.2 

0.0 

i 

0.1 jo.o 

1 

0.1 

Lung ca. 
SHP-77 

4.0 jo.4 

5.3 

4.5 

0.0 

4.5 j°- s 
1 

3.8 

Lungca. L, 
A549 T J 

2.6 

0.0 

0.4 

0.0 

— ■ ■ 1 

0.6 |2.2 
i 

4.7 
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Lung ca. 

NCl-hDZO j 

t 

0.2 lo.O 

._ 1 

0.6 

0.3 

0.0 

0.4 

0.3 

0.5 

Lung ca. 
NCI-H23 

Lung ca. 
NCI-H460 

i 

2.9 jl.O 

_ 

4.8 


0.0 

2.9 

2.3 

10.3 

1 

0.0 jo.o 

0.1 

0.3 

0.0 

0.0 

0.0 

0.3 

Lung ca. 
HOP-62 

0.5 jo.O 

i 

1.0 

0.6 

1 

0.0 

0.5 

1 

0.0 

0.7 

Lung ca. 
NCI-H522 

r 

1.7 10.6 

1.7 

I 

1.3 jo.O 

3.3 

2.5 

8.9 

Liver 

0.1 jo.o 

0.0 

0.0 jo.o 

0.1 

0.4 

2.0 

Fetal Liverj0.3 

0.3 

0.6 

! ! 

0.5 jo.o 50.8 

0.8 

O.J. 

Liver ca. 
HepG2 _ 

0, 



0.3 

0.0 

0.2 

0.0 

0.1 

0.9 

2.4 

Kidney 
Pool 

27.9 

j 

0.0 <33.9 

28.1 

100.0 

43.2 

14.6 

32.8 

Fetal 
Kidney 

,4 

0.0 

4.1 

4.0 

2.4 

! 

5.8 |3.4 

M, 

r ~ - 1 

Renal ca. 
786-0 

r ' 

0.2 

0.0 

0.3 

0.1 

0.0 

0.3 (0.0 

i 

0.9 

Renal ca. 
A498 

0.0 

1.8 

0.0 

0.3 

— ~- 

0.0 

0.5 |3.8 

8.5 

Renal ca. 
ACHN 

1.5 |0.5 

. . i 

1.7 

1.5 

0.9 

1.2 jo.5 

. J 

,5 

Renal ca. 
UO-31__ 

0.3 

0.0 

0.2 

0.2 

0.0 

0.6 

0.0 

0.3 

Renal ca. 
TK-10 

1.9 

0.4 J2.O 

j 

1.9 

0.0 

2.1 

0.5 

4.6 
6.7 

Bladder 

4.2 

0.0 ks I5.1 

,«•> 

8.3 

0.9 

Gastric ca. 
(liver 

met.) NCI- 
N87 

0.9 

~t r ~ 

0.0 |0.9 jl.2 

1 

_ ! 1 

0.0 

1.1 

0.8 

6.7 

Gastric ca, L , L c L n L<> 

I<ATO III |° 4 f - 5 j 0 - 2 r 

0.0 

0.4 

0.4 
2.2 

0.9 
1.2 

Colon ca. j 00 j. 5 L, 

SW-948 r° ;'- 5 f'" 

0.2 

0.0 

0.3 

*— j — p — - 

Colon ca. j j 

SW480 | j j 

23.3 

42.3 

23.0 

6.3 

33.7 
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Colon ca.* j 

(SW480 

met) 

SW620 | 

| : 

13.3 J4.8 

i 
\ 

12.8 

i 

1 
1 

10.3 jS.S 

6.1 

7.2 

25.0 

Colon ca. I 
HT29 | 

Colon ca. ■ 
HCT-116 ! 

i 

0.2 

0.0 

0.2 

i 

0.2 !o.o 

i 

0.0 ; 

0.3 

0.3 

2.1 

0.2 

2.5 

2.0 jo.o 

2.1 

0.6 

4.3 

Colon ca. 
CaCo-2 

15.0 

3.6 

19.1 

T 

16.7 I31.4 ; 

f 

18.3 

6.5 

38.2 

Colon j 
cancer (9.0 
tissue i 

3.3 

11.9 

7.6 

6.3 

7.7 

4.4 : 

20.4 

Colon ca. L - 
SWI116 j 

3.0 

2.0 

— — - — 1 

0.0 

1.8 

2.1 J6.0 

Colon ca. ! ft . 
Colo-205 r 

0.4 

0.2 

0.0 

0.0 

0.2 

1.3 

0.8 

Colon ca. L „ 
SW-48 |°- 8 

3.6 

1.5 

1.5 

1 

0.0 jl.4 

3.0 

2.6 

Colon L n , 
r% i 20.3 
Pool 

5.0 

f 

23.2 

18.7 

22.7 125.5 

8.1 

20.6 

Small 

Intestine 

Pool 

14.0 

1.7 

11.2 

13.0 

3.7 

12.S 

i 

2.0 10.4 

Stomach 
Pool 

8.1 

2.3 

9.5 

9.3 

15.0 

S.5 

4.2 11 0.7 

>,w ■"*" " ■ ** " "■ ■"** 
Bone 
Marrow 
Pool 

Fetal 
Heart 

, 

i 

6.8 jl.6 

- — ■« j 

10.2 

8.7 

7.1 

18.7 

1 

3.5 

f 

12.5 

i 
i 

10.1 ]2.3 
!„.-,., ... _ * L . 

24.5 

- — l 

21.8 

< — 

44.4 |33.7 

i 

8.6 

20.7 

Heart Pool 

28.7 J7.0 

25.9 

17.2. 

4.7 |33.7 

10.7 

26.1 _ 
24.7 

Lymph 
Node Pool 

\ 

17.6 \6A 

i 

22.1 

23.7 

| 1 " 

,50.7 19.9 

! .. ! _ 

■ r 

85.9 19.1 

i 

6.7 

i 

19.2 

Fetal 

Skeletal 

Muscle 

31.9 js.2 

1 

48.6 

46.3 

50.7 

Skeletal 
Muscle 
Pool 

17.4 t.2 

1 

29.5 

25.9 

26.1 |22.1 

22.7 

32.3 
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Spleen ' 
Pool 

0.9 j0.0 

2.0 

■ 

1.7 

0.0 

2.7 

0.6 

3.1 

Thymus 
Pool 

{ 

d A !? 0 

i 

R 1 
o. 1 

o & 

Ifi 1 

7.7 

3.1 

7.0 

CNS \ 
cancer 
(glio/astro) 
U87-MG , 

j 

t ; 
•t 

9.8 jl.5 

! 

i 

i 
* 

10.7 

10.0 

2.9 

10.9 

2.2 

14.1 

CNS 

cancer 

(glio/astro) 

U-118- 

MG 

— — —- j- 

i 

i 

3.5 jo.3 
< 

3.8 

3.1 

0.0 

I 

i 5 

1 

3.8 j0.8 

i 

1 

5.8 
2.6 

V. 1 

CNS 
cancer 
(neuro;met 
) SK-N- 
AS 

1.9 

0.0 

2.1 

1.0 

0.0 

1.4 

! 

0.5 : 
0.2 

CNS 
cancer 
(astro) SF- 
539 

„ _^ 

0, i 

! 

0.0 

U. 1 

ft 1 

V.J. 

n n 
u.u 

0.1 

CNS 
cancer 
(astro) 
SNB-75 _ 

8.1 

1.1 

O.J 

1 a n 

IV. V 

n n 

v.v 

-~ ■ 

j 

11.7 2.8 

O 1 

y. / 

CNS 
cancer 
(glio) 
SNB-19 

79.6 

1 

s 

79.0 

100.0 

100.0 

9.1 

100.0 

97.9 

100.0 

CNS 
cancer 
(glio) SF- 
295 

! 

8.2 

i 

i 

i 

• ., _ . 

0.0 

8.0 

7.8 

5.0 

8.2 

1.5 

14.8 

Brain 
(Amygdal 
a) Pool 

r * 

3.7 

0.8 

6.2 

4.8 

6.0 

8.0 

4.4 

5.3 

Brain 

(cerebellu 

in) 

j 

12.0 

0.4 

10.7 

9.7 

11.8 

1 

8.S 

1.2 

9.7 

Brain 
(fetal) 

4.2 

0.7 

6.6 

5.6 

8.5 

6.8 
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Brain 
(Hippoca 
mpus) i 
Pool ; 

i 

\ 

7.5 ! 

i 

i 
•> 

3.2 

8.6 j 

6.9 | 

4.3 

11.0 

4.3 

10.2 

Cerebral ; 

Cortex 

Pool 

i 

9.7 jo.6 

7.5 

j 

0.7 

3.4 

11.6 

2.0 

8.7 

Brain 

^OUUolcll 111 

a nigra) 
Pool 

7.4 ! 

j 

2.2 

10.4 

4.7 

5.8 

... __! 

10.0 

2.0 

9.3 

Brain 

(Thalamus ' 
) Pool 

7.6 

2.7 

9.3 

0.2 

22.5 

9.7 

2.8 

~ '■ — "•- L - — — 

8.7 

*" 1 — ■ — 

Brain 
j(whole) 

6.1 

0.4 

5.8 

0.3 

8.6 

5.6 

1.9 

tin 

8.7 

l , 

Spinal 
Cord Pool 

10.1 

2.3 

11.0 

7.6 

27.4 

12.2 

4.2 

9.0 

Adrenal 
Gland 

3.5 

0.3 

3.9 

3.7 

! 

3.2 

4.8 

, — 

0.9 

14.1 

Pituitary 
gland Pool 

0.9 

0.0 

1.2 

1.1 

0.0 

1 

1.4 



0.6 

I 

0.5 

Salivary 
Gland 

0.9 

0.0 

! 

1.3 

i — — ■»— 

;0.9 
t 

0. 0 

1 .... _ 

1.1 

0.0 

1.0 

Thyroid 
(female) 

2.0 

0.3 

! 

'2.5 

! 

2.5 

0.0 

1.9 

1.3 

2.3 

Pancreatic 
ca. 

CAPAN2 

0.5 

0.0 

0.7 

0.6 

0.0 

1 . M 

0.7 

0.6 


Pancreas 
Pool 

1.2 

0.0 

i 

1.1 

EI 

p.o 

3.2 

1.0 

2.3 


Table AON. Panel 4. ID 


Tissue Name 

Rel. Exp.(%) 
Ag4983, Run 
218623570 

Rel. Exp.(%) , 
Ag6413, Run ; 
269239947 

Rel. Exp.(%) 
Ag6425, Run 
268713999 

Rel. Exp.(%) 
Ag6431, Run 
268767577 

Rel. Exp.(%) 
Ag6439, Run 
268760823 

Secondary Till act 

0.1 

0.3 

0.0 

0.7 

0.0 

Secondary Th2 act 

0.5 

0.3 

0.0 

0.8 

0.0 

Secondary Trl act 

0.0 

0.0 

0.0 

0.7 

0.0 

Secondary Thl rest 

0.1 

0.0 

0.0 

0.0 

0.0 
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Secondary Th2 rest 

03 

0.0 

0.0 '0.0 

0.0 

Secondary Trl rest 

0.1 

0.3 

0.0 

0.0 

0.0 

Primary Thl act 

0.0 

0.0 

0.0 

0.0 

0.0 

Primary Th2 act 

0.2 

0.4 

0.0 

0.4 

0.0 

Primary Trl act^ 

0.1 

0.0 

0.0 

0.7 

0.0 

Primary Thl rest 

0.0 

0.0 lo.o 

0.3 

1.2 

Primary Th2 rest 
Primary Trl rest 

0.0 
0.3 

0.0 
0.0 

0.0 

0.2 

0.0 

0.0 

0.0 

0.0 

ptvkp a rrvi 
lymphocyte act 

0.4 

2.8 

0.0 

2.4 

2.6 

CD45RO CD4 
Jymphocyte act 

0.1 

2.2 

0.0 

0.7 

2.3 

CD8 lymphocyte act 

0.4 

.... t 

0.9 IO.O 

0.0 

0.0 

Secondary CDS 
lymphocyte rest 

0.1 

— 

0.0 

o.o ;o.o 
1 

0.0 

Secondary CD8 
lymphocyte act 

0.0 

0.1 

0.0 

0.3 

0.0 

CD4 lymphocyte none 

0.1 

0.0 

0.0 

0.4 lo.O 

2ryThl/Th2/Tii anti- 
CD95CH11 

0.3 

0.2 

0.0 

i 

0.0 li.2 

LAK cells rest 

5.6 

5.0 

2.7 

3.8 115.2 

LAK cells IL-2 

0.4 

0.3 

0.0 

0.0 !o.o 

i 

LAK cells IL-2+IL-12 

0.2 

0.0 

0.0 

0.0 

0.0 

LAK cells IL-2+IFN 
gamma 

0.1 

0.3 

0.0 

0.0 

0.0 

LAK cells IL-2+ IL-18 

0.0 

0.0 

0.0 

0.0 

0.0 

LAK cells 
PMA/ionomycin 

4.5 

4.0 

15.7 

6.3 

9.0 

1 " " ' 
NK Cells IL-2 rest 

0.9 

0.1 

0.0 

2.5 

1.4 

Two Way MLR 3 day 

1.4 

1.1 |o.o 

1.3 

1.4 

Two Way MLR 5 day 

4.5 

0.9 

0.0 

0.9 

0.0 

Two Way MLR 7 day 

2.3 

0.7 

13.2 

2.6 

3.7 

PBMC rest 

0.1 

0.0 

0.0 

0.0 

0.0 

PBMC PWM j0.6 

0.0 

0.0 

0.0 

0.0 
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PBMC PHA-L ! 03 

0.2 

0.0 

0.7 | 

0.0 

Ramos (B cell) none :0.1 

0.0 

0.0 

0.0 

0.0 

Ramos (B cell) 
ionomycin 

0.0 

0.0 

0.0 

0.2 

0.0 

B lymphocytes PWM 

0.5 

0.0 

0.0 'o.o 

00 

B lymphocytes CD40L 
and IL-4 


0.0 

0.0 

o.o ! 

0.0 

EOL-1 dbcAMP 

3.7 

2.6 

9.1 

! 

8.1 '68.8 

EOL-1 dbcAMP 
PMA/ionomycin 

1.6 

0.7 

0.0 

" ""■ — i ■ ■■ " ■■ 

2.7 jl.8 

Dendritic cells none 

5.6 

3.1 

13.8 

5.3 ^ |q.o 

Dendritic cells LPS 

1.6 

0.3 

0.0 

07 jO.O 

Dendritic cells anti- 
CD40 

2.0 

1.6 

3.3 

0.2 jo.O 

Monocytes rest 

0.2 

0.0 

0.0 

0.0 jo.o 

Monocytes LPS 

2.2 

3.3 

0.0 

1.8 J2.6 

Macrophages rest 

0.9 

1.8 

0.0 

0.6 |0.0 

Macrophages LPS 

7.5 

4.0 

0.0 

6.3 \9.2 

HUVECnone iO.I 

0.0 

0.0 

0.0 

0.0 

HUVEC starved 

0.0 

0.0 

0.0 

0.3 

0.0 

HUVEC IL-lbeta 



0.0 

0.0 

0.0 

0.5 
0.0 

0.0 
0.0 

HUVEC IFN gamma 

0.2 

0.0 

0.0 

0.0 

HUVEC TNF alpha + 
IFN gamma 

0.0 

0.0 

0.0 

0.0 

HUVEC TNF alpha + 
IL4 

0.6 

0.0 

0.0 

0.4 

0.0 : 

HUVEC 1L-11 

0.0 

0.0 

! i 
0.0 j0.3 '0.0 

Lung Microvascular EC 
none 

f 

0.2 

0.3 

o.o jo.o 

0.0 

Lung Microvascular EC 
TNFalpha+ IL-lbeta 

0.1 

0.0 

0.0 

0.0 

0.0 

Microvascular Dermal 
EC none 

0.1 

0.0 

0.0 

0.0 

0.0 

Microsvasular Dermal 
EC TNFalpha + IL- 
Ibeta 

0.1 

0.0 

0.0 

0.0 

0.0 
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1 ■ 

Bronchial epithelium j Q Q q 
TNFalpha + lLlbeta \ ' _ _ _ 

.0 o 

.0 C 

.0 c 

.0 

Small airway |q q '(; 
epithelium none j 

.0 c 

).0 c 

).0 c 

1.0 

Small airway * 
epithelium TNFalpha + C 
IL-lbeta 

.3 ( 

).0 ( 

).0 ( 

).0 ( 

).0 

Coronery artery SMC ( 
rest 

u ( 

).6 ( 

).0 |( 

).0 l( 

).0 

Coronery artery SMC ] Q 4 ( 
TNFalpha + IL-lbeta j " 

3.9 i 

i 

5.2 jl.5 I 

i 

— , — — , 

3.0 

Astrocytes rest i 

S7.8 

97.3 

100.0 jioo.o 

100.0 

Astrocytes TNFalpha + 
IL-lbeta 

100.0 

100.0 

i ; 

74.2 J74.7 |95.9 

i i 
KU-812 (Basophil) rest KM 

0.0 

0.0 

0.4 lO.O 

KU-812 (Basophil) 
PMA/ionomycin \ 

0.0 

0.0 

0.0 

0.0 

0.0 

CCD1106 i 
(Keratinocytcs) none 

0.2 

0.0 

0.0 

0.8 

0.0 

CCD 1106 
(Keratinocytes) 
TNFalpha + IL-lbeta 

0.3 

0.0 

0.0 

0.0 

0.0 

j 

Liver cirrhosis 

2.3 

7.2 

4.6 

6.7 

8.5 

NCI-H292 none 

0.3 

0.3 

0.0 

0.6 i;n 

0.0 
0.0 

NCI-H292 IL-4 10.3 

0.0 

0.0 

*0.5 

NCI-H292 IL-9 jo.3 _ 

0.0 

0.0 

0.5 

0.0 

NCI-H292IL-13 |o.6 

0.6 

0.0 

0.9 

0.0 

NCI-H292 IFN gamma 

T* 

0.2 _ _ 

0.0 

0.0 

h*, 

0.0 

|hPAEC none 

0.0 

0.3 |o.O jp.O 

0.0 

HPAEC TNF alpha + 
IL-1 beta 

0.0 

0.3 

0.0 

1 

0.0 

0.0 

i 

Lung fibroblast none 

29.7 

62.9 

31.4 

65.5 

94.0 

Lung fibroblast TNF 
alpha + IL-1 beta 

16.0 

36.9 

22.2 

39.8 

62.9 

Lung fibroblast IL-4 

|26.1 

!28.7 

19.1 

21.2 

34.9 

Lung fibroblastIL-9 _ 

|28.5 

42.0 

23.5 

26.8 

96.6_ 


579 


WO 2003/023008 


PCT/US2002/028596 


LUng IlOrODlaSI ILrlJ 

11 fx 


4.5 

10 4 

n 4 

Lung Fibroblast I FN 
gamma 

20.4 

32.8 

15.7 

— ■ 

46.3 

89.5 

Dermal fibroblast 
CCD 1 070 rest 

2.5 

2.9 

0.0 

6.3 

4.1 

Dermal fibroblast 
CCD 1070 TNF alpha 

1.1 

1.3 

0.0 

0.8 

2.3 

Dermal fibroblast 
CCD1070 1L-1 beta 

1.9 

2.9 

0.0 

1.3 
- 

0.0 
■ 

Dermal fibroblast I FN 
gamma 

9.3 

20.3 

8.5 

20.2 

26.6 

Dermal fibroblast IL-4 

10.7 

14.6 

4.1 

19.8 

25.5 

i 

Dermal Fibroblasts rest j24.8 

42.3 

8.0 

46.7 

47.3 | 

Neutrophils TNFa+LPS |0.7 

0.0 

0.0 

0.4 jO.O 

Neutrophils rest 



0.0 

0.0 

0.3 

0.0 

Colon 

7.9 

4.7 

4.0 

9.5 

8.4 

L«ng .. . 

2.2 

1.2 

0.0 

4.6 

2.1 

Thymus 

3.1 

0.8 

0.0 

0.4 

i ■ ■"■ " 

2.4 ; 

Kidney 

4.2 

4.4 

4.9 

9.7 

5.2 


Table AOO . general oncology screening panel_v_2.4 


Tissue Name 

Rel. Exp.(%) 
Ag4983, Run 
260281959 

Rel. Exp.(%) 
Ag6442, Run 
264979180 

Tissue Name 

Rel. Exp.(%) 
Ag4983, Run 
260281959 

Rel. Exp.(%) 
Ag6442, Run 
264979180 

Colon cancer 1 

12.1^ 

22.7 _ 

Bladder NAT 2 

1.7 

1.4 

Colon NAT 1 

100.0 

100.0 

Bladder NAT 3 

0.2 

4.8 

Colon cancer 2 

6.5 

0.0 

Bladder NAT 4 

27.0 

66.0 

Colon NAT 2 

8.0 

15.1 

Prostate L 7 
adenocarcinoma 1 j 

7.5 

Colon cancer 3 

7.4 

I 

9 g (Prostate 

(adenocarcinoma 2 

3.5 

8.0 

Colon NAT 3 

39.8 

40.1 

Prostate 

adenocarcinoma 3 

14.3 

9.0 

Colon malignant 
cancer 4 

15.0 

9.5 

Prostate 

adenocarcinoma 4 

16.4 

9.1 
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Cr\\r\n MAT A t 

j .j 

0.9 |ProstateNAT5 Jl6.8 

0 0 

! 

Lung cancer 1 

? 

1.4 

6.6 

Prostate 

adenocarcinoma 6 

3.2 

... . .. 

r" 

7.7 

Lung NAT 1 ; 

0.6 

0.0 



Prostate 

adenocarcinoma?. 

9.2 

17.3 

Lung cancer 2 \ 

26.6 

15.9 

Prostate 

adenocarcinoma 8 

3.0 

0.0 
33.9 

Lun^MAT2 1 

2.7 

0.0 

.............. "- v— 

Prostate 

adenocarcinoma 9 

27.0 

Squamous cell j 
carcinoma 3 

5.6 

8.3 

Prostate NAT 10 

3.8 

4.9 

Lung NAT 3 

0.8 

0.0 jKidney cancer 1 

24.0 

16.5 

Metastatic 
melanoma 1 

27.2 

49.0 

Kidney NAT I 


7.2 

Melanoma 2 

2£ 

1.1 _ 

Kidney cancer 2 

91.4 

73.7 

Melanoma 3 

2.3 

13.8 

Kidney NAT 2 

22.1 

19.2 

Metastatic 
melanoma 4 

33.9 124.0 

. . i. _ 

Kidney cancer 3 

27.0 

21.3 

Metastatic 
melanoma 5 , 

34.6 

31.4 

Kidney NAT 3 

9.3 

11.4 

Bladder cancer 1 

1.3 

2.1 jl<idney cancer 4 

20.0 

25.7 

Bladder NAT 1 

0.0 

0.0 [Kidney NAT 4 

193 _ L - 

8.2 

14.9 

Bladder cancer 2 , 

8.7 

| 


CNS_neurodegeneration_vLO 
Summary: Ag4933/Ag6413/Ag6431/Ag6439/Ag6440/Ag6442 This panel confirms the 
expression of this gene at low levels in the brains of an independent group of individuals. 
However, no differential expression of this gene was detected between Alzheimer's diseased 


5 postmortem brains and those of non-demented controls in this experiment. See Panel 1 .4 for 
a discussion of this gene in treatment of central nervous system disorders. 

Ag6425 Expression of this gene is low/undetectable (CTs > 35) across all of the 
samples on this panel (data not shown). 

General_screeningj?anel_vl.4 Summary: Ag4983 Highest expression of this 
10 gene is detected in a brain cancer SNB-19 cell line (CT=28). Moderate to low levels of 
expression of this gene is also seen in a number of cancer cell lines derived from gastric, 
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colon, lung, renal, breast, ovarian, prostate, melanoma and brain cancers. Thus, expression 
of this gene could be used as a marker to detect the presence of these cancers. Furthermore, 
therapeutic modulation of the expression or function of this gene may be effective in the 
treatment of pancreatic, gastric, colon, lung, liver, renal, breast, ovarian, prostate, squamous 
5 cell carcinoma, melanoma and brain cancers. 

Among tissues with metabolic or endocrine function, this gene is expressed at 
moderate levels in pancreas, adipose, adrenal gland, thyroid, pituitary gland, skeletal 
muscle, heart and the gastrointestinal tract. Therefore, therapeutic modulation of the activity 
of this gene may prove useful in the treatment of endocrine/metabolically related diseases, 
10 such as obesity and diabetes. 

In addition, this gene is expressed at moderate levels in all regions of the central 
nervous system examined, including amygdala, hippocampus, substantia nigra, thalamus, 
cerebellum, cerebral cortex, and spinal cord. Therefore, therapeutic modulation of this gene 
product may be useful in the treatment of central nervous system disorders such as 
1 5 Alzheimer's disease, Parkinson's disease, epilepsy, multiple sclerosis, schizophrenia and 
depression. 

General_screening_panel_vl.5 Summary: Ag6442 Highest expression of this 
gene is seen in skeletal muscle (CT=28). Expression of this gene is higher in adult (CT=28) 
as compared to the fetal skeletal muscle (CT=31). Therefore, expression of this gene may be 
20 used to distinguish fetal from adult skeletal muscle. 

In addition moderate to low levels of expression of this gene is also seen in all the 
regions of central nervous system, in tissues with metabolic/endocrine functions and in a 
number of cancer cell lines derived from melanoma, brain, colon, lung, and ovarian cancers. 
This expression pattern is consistent with the expression seen in panel 1.4. See panel 1 .4 for 
25 further discussion on the utility of these genes. 

General_screeningjpanel_vl.6 
Summary: Ag6413/Ag6425/Ag6431/Ag6439/Ag6440/Ag6964 Highest expression of this 
gene is detected in a ovarian cancer IGROV-1 cell line and brain cancer SNB-19 cell lines 
(CTs=25-33.7). In addition, consistent with expression seen in panel 1.4, moderate to low 
30 levels of expression of this gene is also seen in all the regions of central nervous system, 
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tissues with metabolic/endocrine functions, and number of cancer cell lines. See panel 1.4 
for further discussion of this gene. 

Ag6438 Highest expression is detected in kidney (CTs=32.9). In addition, low levels 
of expression also seen in fetal heart, lymph node, fetal and adult skeletal muscle, spinal 
5 cord and a couple of colon cancer cell lines. 

Panel 4.1D Summary: Ag4983/Ag64l3/Ag6425/Ag6431/Ag6439 Highest 
expression of this gene is detected in both resting and cytokine activated astrocytes 
(0X5=22-33.5). Therefore, therapeutic modulation of this gene or the design of therapeutics 
with the encoded protein could be important in the treatment of multiple sclerosis or other 
10 inflammatory diseases of the CNS. 

In addition, moderate to low levels of expression of this gene is also seen in resting 
and cytokine treated lung and dermal fibroblasts, as well as in normal tissues represented by 
colon, lung, thymus and kidney. Therefore, modulation of the gene product with a 
functional therapeutic may lead to the alteration of functions associated with these cell types 
15 and lead to improvement of the symptoms of patients suffering from autoimmune and 
inflammatory diseases such as asthma, allergies, inflammatory bowel disease, lupus 
erythematosus, psoriasis, rheumatoid arthritis, and osteoarthritis. 

Low levels of expression of this gene is also seen in liver cirrhosis. Therefore, 
antibodies or small molecule therapeutics could reduce or inhibit fibrosis that occurs in liver 
20 cirrhosis. 

general oncology screening panel_v_2.4 Summary: Ag4983/Ag6442 Two 
experiments with different probe and primer sets are in excellent agreement. Highest 
expression of this gene is seen in normal colon (CTs=29-32). Expression of this gene in 
normal colon is higher than in the corresponding cancer samples (CTs=32-34). Therefore, 
25 expression of this gene may be used to distinguish between these two samples. 

Moderate expression of this gene is seen in both normal and cancer samples derived 
from colon, lung, bladder, prostate and kidney, as well as, in melanomas. Expression of this 
gene seems to be higher in kidney and lung cancers as compared to the corresponding 
normal adjacent samples. Therefore, expression of this gene may be used as marker to 
30 detect the presence of lung and kidney cancers. Furthermore, therapeutic modulation of this 


583 


WO 2003/023008 


PCT/US2002/028596 


gene may be useful in the treatment of melanoma, colon, lung, bladder, prostate and kidney 
cancers. 

AP. CG56054-08: Integrin alpha 7-like protein. 

Expression of gene CG56054-08 was assessed using the primer-probe sets Ag6424, 
5 Ag6425, Ag6426, Ag6430, Ag6439 and Ag6440, described in Tables APA, APB, APC, 
APD, APE and APF. Results of the RTQ-PCR runs are shown in Tables APG, APH and 
API. 

Table APA . Probe Name Ag6424 


Primers 

r 

Sequences (Length 

Start Position 

SEQ ID No 

Forward 

5 ' -ttgggttctgccagca-3 ■ Jl6 

742 

— ... . .. 

501 
502 
503 

Reverse 

TET-5 1 - j 
cacagctgccgccttctccc-3 1 - 20 
TAMRA ; 

5 ' -aaaagcaaccccttccaa-3 ' IS 

761 
824 


Table APB . Probe Name Ag6425 


Primers 

Sequences 

■" ' " 1 

Length 

Start Position 

SEQ ID No 

Forward 

5 ' -cggatgcacaccccat-3 ' 

16 

1592 

504 

;tet-5' - 

Probe jcatcccgagctgggcccc-3 1 - 
(TAMRA 

« 

i 

! 

18 

1624 

505 

Reverse ; 

5 * -gccctggatgcccat-3 ■ 

15 

1643 

506 

Table APC. Probe Name As6426 




Primers 

Sequences 

Length 

Start Position 

SEQIDNo_ 

Forward 

5 1 -gtcactgggctgggatct- 
3 ' 

18 

1249 

507 

Probe 

TET-5 * - 

ctctccggctctgcggctc-3 • - 
TAMRA 

19 

1270 

508 

Reverse 

5 1 -actccttctgccaccaca- 

3 : 

18 

1347 

509 


Table APD . Probe Name Ag6430 
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Primers 

Sequences 

Length 

Son jsEQ H> No 

Forward 

5 1 -gtgaccaacattgatagctcaga- 
3 , 

23 

843 J510 

Probe 

" " " 1 

TET- 5 ' - 

ccccgaccagctggtgtataaaactttg 
-3 ' -TAMRA 

28 

J"" ~ 

866 ]511 

k 

Reverse 

5 1 -gggagccggtcagca-3 ' 

15 

— — 1 — i ■ — — 

899 J512 


Table APE . Probe Name Ag6439 


Primers 

Sequences 

{Length 

Start Position 

SEQ ID No 

Forward 

5 ' -ctgtggtggcagaaggagt- 
3* 

19 

1346 

513 

Probe 

TET- 5' - 

ccctggtgggtcatcctcctg- 
3 ' -TAMRA 

! " 

1366 

514 

Reverse 

5'- 

gaagaatcccatcttccacag-3 1 

1 _ . 

1432 

515 

Table APF. Probe Name Ag6440 

Primers 

Sequences 

Length 31 

Start Position | 

SEQ EDNo 

Forward 

5 ' -accatcctgaggaacaactg- 
3» 

20 

1549 ; 

516 

Probe 

TET -5 1 - 

ctgacgggcatcccgagct-3 1 - 
TAMRA 

~ i 

1616 (517 

Reverse 

5 • -ccctggatgcccatc-3 * 

i 

1642 | 

518 ! 


Table APG . CNS_neurodegeneration_vl.O 


Tissue Name 

Rel. Exp.(%) 
Ag6430, Run 
266937085 

Rel. Exp.(%) 
Ag6439, Run 
269254002 

Rel. Exp.(%) 
Ag6440, Run 
269254003 

AD 1 Hippo 

20.0 

21.6 
28.9 

18.9 _ 
61.1 

AD 2 Hippo 

48.0 

AD 3 Hippo 

11.6 

6.1 

9.7 

AD 4 Hippo 

17.1 

17.6 ' 

23.3 

AD 5 hippo 

39.2 

42.6 

34.6 

AD 6 Hippo 

100.0 

100.0 

100.0 
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Control 2 Hippo J17.9 

32.5 

29.9 

- - - - -\ n '"-^' ■■ 

Control 4 Hippo J38.4 

37.9 

54.7 

Control (Path) 3 Hippo j 10.2 

6.4 

5.8 

AD 1 Temporal Ctx 

12.1 

24.5 

12.6 

AD 2 Temporal Ctx 

36.6 

27.5 ! 

59.0 

AD 3 Temporal Ctx 

11.7 

9.0 

17.1 

AD 4 Temporal Ctx_ [15.£_ m 

ADS Inf Temporal Ctx]43. 8 

30.4 
41.8 

29.9 m 
41.8 

AD 5 SupTemporal 
Ctx 

56.6 

38.7 : 

39.2 

' j ; 

AD 6 Inf Temporal Ctx;40.9 

AH £L 

4/.o 

4o.o 

AD 6 Sup Temporal 
Ctx 

1 

44.1 

50.3 

17.0 

•Control 1 Temporal 
(Ctx 

11.9 

24.0 

23.3 

Control 2 Temporal 

Ctx j 

16.7 

14.9 

43.5 

Control 3 Temporal 

Ctx 

13.0 

16.5 

9.2 

Control 4 Temporal • 
Ctx 

18.9 

23.8 

■ " 

30.1 

Control (Path) 1 
Temporal Ctx 

32.5 

39.8 

51.1 

Control (Path) 2 
Temporal Ctx 

19.5 

.. . . — . — i 

24.8 

7.2 

Control (Path) 3 
Temporal Ctx 

12.9 

11.9 

— .. . 

9.9 

Control (Path) 4 
Temporal Ctx 



21.6 

14.9 

AD 1 Occipital Ctx 

16.2 

16.0 

5.8 

AD 2 Occipital Ctx 
(Missing) 

0.0 

0.0 

0.0 

AD 3 Occipital Ctx jll.7 

10.2 

|7.8 

AD 4 Occipital Ctx \\2.6 

18.6 

35.4 

AD 5 Occipital Ctx |l6.7 

22.7 

16.6 

AD 6 Occipital Ctx |l7.8 

22.1 

23.5 
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Control 1 Occipital Ctx 

11.3 

7.2 |l5.2 

Control 2 Occipital Ctx 

24.8 

29.3 |35.8 

Control 3 Occipital Ctx 

16.4 

19.2 |4.4 

Control 4 Occipital ctxj 

Iz.i 

13.6 

12.9 

Control (Path) 1 
Occipital Ctx 

32.8 

39.5 

22.4 
5.0 

Control (Path) 2 
Occipital Ctx 

9.6 

7.0 

Control (Path) 3 
Occipital Ctx 

8.4 

5.9 

6.7 

Control (Path) 4 
Occipital Ctx 

15.9 

11.4 

11.9 

Control 1 Parietal Ctx 

15.2 

15.7 

33.2 

Control 2 Parietal Ctx 

39.5 

37.1 

17.4 


it. j 

10.8 

21.6 

Control (Path) 1 
Parietal Ctx 

33.4 

37.9 

47.3 

Control (Path) 2 
Parietal Ctx 

20.0 

18.7 

17.1 

Control (Path) 3 
Parietal Ctx 

15.0 

12.0 

11.7 

Control (Path) 4 
Parietal Ctx 

28.3 

27.9 

29.3 


Table APH . General_screening_panel_vl.6 


Tissue Name 

Rel. Exp.(%) 
Ag6424,Run •■ 
277221719 

Rel. Exp.(%) 
Ag6425, Run 
277221721 

j 

Rel. Exp.(%) Rel. Exp.(%) 
Ag6430, Run Ag6439,Run 
277222443 ]277223175 

1 

Rel. Exp.(%) 
Ag6440, Run 
277223177 

Adipose 

0.0 

2.6 

8.2 |l7.3 

3.7 

Melanoma* 
Hs688(A).T 

0.0 

0.0 

0.5 [o.4 

0.0 

Melanoma* 
Hs688(B).T 

0.0 

0.2 

0.6 (2.9 

0.8 

Melanoma* Ml 4 

0.0 

0.0 

0.7 |o.4 

0.0 

Melanoma* 
LOXIMVI 

0.0 

0.0 

0.0 0.0 

0.0 
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Melanoma* SK- 
MEL-5 

0.0 

2.2 

22.5 

18.3 

3.0 

Squamous cell 
carcinoma SCC-4 

0.0 

0.0 

0.3 

0.0 

0.0 

Testis Pool 

0.0 

3.5 

4.2 

9.1 j3.0 

Prostate ca.* (bone 
met) PC-3 

0.0 

0.5 

t 

1.0 

1 

1.3 

1.2 

Prostate Pool 

0.0 

1.0 

8.5 

28.5 

2.1 

Placenta 

0.0 

0.0 

0.1 

0.5 

0.0 

Uterus Poo! 

A A 

0.0 

1 c 

1.5 


5.3 

2.:> 

Ovarian ca. OVCAR- 
3 

0.0 

0.3 

0.8 


0.4 

Ovarian ca. SK-OV- 

•* 

j 

0.0 

0.2 

1.5 

1.3 

0.5 

Ovarian ca. OVCAK- 
4 

0.0 

0.0 

0.5 


0 0 

Ovarian ca. OVCAR- 
5 

0.0 

1.3 

1.5 

1.4 

4.2 

Ovarian ca. IGROV- 
1 

100.0 

100.0 

90.8 

69.3 

100.0 

Ovarian ca. OVCAR- 
8 

"" "~ 

5.6 

21.9 

11.9 

17.3 

18.2 

Ovary 

0.0 

0.3 

2.1 



Breast ca. MCF-7 

0.0 

0.0 

0.4 

0.5 

0.3 

Breast ca. MDA- 
MB-231 

a a 

.0.0 

1 

A A 
0.0 

A A 

0.2 

0.0 

Breast ca. BT 549 

0.0 

0.0 

0.3 

0.6 

0.0 

Breast ca. T47D 

0.0 

0.0 

0.3 

0.4 

0.3 

Breast ca. MDA-N 

0.0 

0.0 _ 

0/7__ 

JL 6 «_ 

0.3 

Breast Pool 

0.0 

4.1 

19.5 

12.2 

3.5 " 

Trachea 

0.0 

0.7 

2.9 

4.7 


Lung 

0.0 

0.7 

1.3 

3.9 

U 

Fetal Lung 

0.0 

0.3 

4j) 

5.3 

2 1 9_ 

Lungca. NCI-N417 

2.0 

0.9 

2.7 

4.0 

2.0 

Lung ca. LX- 1 


2.7 

7.0 

4.9 

6.3 
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Lung ca.NCI-H146 . 

0.0 

0.0 

0.5 

0.1 lo.o 

Lung ca. SHP-77 

2.3 

0.4 

6.3 

4.5 

0.8 

Lung ca. A549 

0.0 

2.6 

0.3 

0.6 

2.2 

Lung ca. NCI-H526 

0.0 

0.0 

0.7 

0.4 \ 

0.3 

Lung ca. NCI-H23 

0.0 

1.0 

4.5 

2.9 

2.3 

Lung ca. NCI-H460 

t 

o.o jo.o 

0.2 (0.0 

0.0 

L^ca.HOP-62 j 

0.0 jo.o 

0.6 jo.5 

0.0 
2.5 

Lungca.NCI-H522 ! 

0.0 jO.6 

2-4 

3.3 

Liver 

o.o jo.o 

0.1 

0.1 

0.4 

Fetal Liver 

0.0 b.3 

0.6 

0.8 

0j5_ 

f i 
Liver ca. HepG2 JO.O j0.3 

0.1 

0.1 

0.9 

Kidney Pool 

T 

6.5 ;0.0 

34.9 

43.2 

14.6 

Fetal Kidney 

o.o jo.o 

5.1 

5.S 
0.3 

3.4 
0.0 

Renal ca. 786-0 

- * ""• ~ — T 

o.o jo.o 

0.2 

Renal ca. A498 

0.0 ! 1.8 

ti.-i--r.ri ... ..-..-,..«, 

0.1 

0.5 

3.8 

Renal ca. ACHN 

0.0 jo.5 

0.7 

1.2 

0.5 

Renal ca. UO-31 

0.0 JO.O 10.3 

0.6 

0.0 

iRenal ca. TK-10 ^ 

0.0 (0.4 |2.5 

2.1 

0.5 

Bladder 

0.0 ]0.0 

3.0 

8.3 

0-9 

Gastric ca. (liver 
met.) NCI-N87 

i 

0.0 jo.o 

1.7 

1.1 

0.8 

Gastric ca. KATO HI 

0.0 ]o.5 

0.4 

0.4 

0.4 

Colon ca. SW-948 
Colon ca. S W4S0 

0.0 |l.5_ 
9.5 15.2 

0.0 
39.0 

0.3 
23.0 

2.2 

6.?: 7 

Colon ca.* (SW480 
met) SW620 

7.7 

4.8 

15.5 

6.1 

7.2 

Colon ca. HT29 jo.O 

0.0 

0.0 

0.0 

0, 

Colon ca. HCT-116 

1.6 

0.2 

3.8 


0.6 

Colon ca. CaCo-2 

10.4 

3.6 

22.2 

18.3 

6.5 

Colon cancer tissue 

. — .. 
0.0 

3.3 

6.5 

7.7 

4.4 

Colon ca.SWl 116 

0.0 |3.0 

,.7 

: 


Colon ca. Colo-205 

0.0 

0.4 

0.2 

0. 

u 
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1 

Colon ca. SW-48 {O.O |3.6 

1.3 

1.4 

3.0 

i ! 

Colon Pool |0.0 |5.0 

28.7 

25.5 

8.1 

Small Intestine Pool jo.O jl.7 

10.5 

12.8 

2.0 

Stomach Pool jo.O |2.3 

6.2 

8.5 

4.2 

Bone Marrow Pool jO.O 

1.6 

113 

18.7 

3.5 

Fetal Heart } 0.0 

2.3 

24.3 

33.7 

8.6 

rieart rooi 
Lymph Node Pool 

5.2 
0.0 

7.0 
6.1 

23.0 
30.4 

33.7 _J 

19.9 

10.7 

Fetal Skeletal Muscle 

36.9 

5.2 

46.7 |l9.1 

19.2 

Skeletal Muscle Pool 

1 

12.3 ;9.2 

21.5 

22.1 

22.7 

Spleen Pool 

0.0 jo.o 

2.0 

2.7 ]0.6 

Thymus Pool 

0.0 !2.0 

7.5 

7.7 |3.1 

CNS cancer 
(glio/astro) U87-MG 

t 

1.6 11.5 

1 

6.1 

10.9 j2.2 

— — ■ . . . .... 

CNS cancer 
(glio/astro) U-118- 
MG 

i 

0.0 iO.3 

2.9 

• 

3.8 

0.8 

CNS cancer 
(neuro;met) SK.-N- 
AS 

CNS cancer (astro) 
SF-539 

0.0 

0.0 

1.7 

1.4 

0.5 

0.0 

0.0 

0.2 

0.1 

0.2 

CNS cancer (astro) 
SNB-75 


1.1 

5.9 

11.7 

2.8 

CNS cancer (glio) 
SNB-19 

84.1 

79.0 

100.0 

100.0 

97.9 

CNS cancer (glio) 
SF-295 

1.8 

0.0 

9.0 

8.2 

1.5 

Brain (Amygdala) 
Pool 

2.3 

r 

0.8 

6.9 

8.0 

4.4 

Brain (cerebellum) 

6.6 

0.4 

11-1 

8.8 

L2 

Brain (fetal) 

3.0 

0/7_ 

11 .5 

6.8 

2.1 

Brain (Hippocampus) 
Pool 

3.1 

3.2 

11.0 

11.0 

4.3 

Cerebral Cortex Pool 

1.7 

0.6 

7.5 

11.6 

2.0 
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Brain (Substantia 
nigra) Pool 

i 
I 

!l.8 

2.2 

8.5 

10.0 

2.0 

Brain (Thalamus) 
Pool 

i 

In a 
jU.U 

2.7 

10.0 

0 7 

1 R 

Brain (whole) 

jo.o^ 

0.4 

8.0 

5.6 

1.9 

Spinal Cord Pool 

I3.2 

2.3 

12.8 

12.2 

4.2 

Adrenal Gland 

io.o 

0.3 

6.1 

4.8 

0.9 

Pituitary gland Pool 

|o.o 

0.0 

0.8 

1.4 

0.6 

Salivary Gland 

10.0 

0.0 

1.1 

11 

0.0 \ 

Thyroid (female) 

[0.0 

0.3 I0.8 

1.9 

M ~ 

Pancreatic ca. 
CAPAN2 

io.o 

0.0 

0.8 

0.7 

0.6 



[pancreas Pool 

(0.0 

Io.o 

1.1 

3.2 

IL2 ._ _ - 


Table API. Panel 4. ID 


Rel. Exp.(%) ReL Exp.(%) 
Tissue Name |Ag6425, Run <Ag6430, Run 

I268713999 j268767563 

Rel. Exp.(%) 
Ag6439, Run 
268760823 

1" j 
(Secondary Thl act jO.O 

0.0 

0.0 

Secondary Th2 act jo.O 

0.0 

Oil ^ _ 

Secondary Trl act 

0.0 

0.0 

0.0 

Secondary Thl rest 

• - • — - — - — 

0.0 

0.0 

0.0 

Secondary Th2 rest 

0.0 

0.0 

0.0 

Secondary Trl rest 

0.0 

0.0 

0.0 

Primary Thl act 

0.0 

0.0 

0.0 

Primary Th2 act 

0.0 

0.0 

0£^ 

Primary Trl act 

0.0 

0.0 

0.0 

Primary Thl rest 

0.0 

0.0 

1.2 

Primary Th2 rest 

0.0 

0.0 

0.0 

Primary Trl rest 

0.0 

0.0 

0.0 

CD45RA CD4 lymphocyte act 

0.0 

0.0 

2.6 

CD45RO CD4 lymphocyte act 

25L-. - 

0.0 

2.3 
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CDS lymphocyte act jo.O 

0.0 

0.0 

Secondary CDS lymphocyte L Q 

re st . !..* 

0.0 

0.0 

Secondary CD8 lymphocyte 

act _ 

0.0 

0.0 

0.0 

CD4 lymphocyte none 

0.0 

0.0 

0.0 

2ry Th1/Th2/Trl_anti-CD95 
CHI 1 

j 

o.o jo.o 

1 1 

LAK cells rest 

2.7 lo.l 

15.2 
0.0 

H«.^J.kA>.' 1 4— ..... kUJJMBJB >J. 

r AT* 11 TT O 

LAK cells IL-2 _ | 

o.o io.o 

T AT* 1 1 _ TT 0_i_TT 11 

LAk cells IL-2+IL-12 

0.0 

0.0 

0.0 

LAK cells IL-2+IFN gamma 

0.0 

0.0 

0.0 

r AT-" 11. TT O t TT lO 

LAK cells IL-2+ IL-1S 

0.0 

U.U 

0.0 

LAK cells PMA/ionomycin 

15.7 

U. 1 

9.0 

NK Cells IL-2 rest 

0.0 

n n 
u.u 

1.4 

Two Way MLR 3 day 

0.0 

u.u 

1.4 

Two Way MLR 5 day 

0.0 

0.0 

OX) 

Two Way MLR 7 day 

13.2 

0.0 

3.7 

PBMC rest 

0.0 _ 

0.0 

0.0 

jPBMC PWM 

0.0 

0.0 

0.0 

PBMC PHA-L 

0.0 

0.0 

0.0 

Ramos (B cell) none 

0.0 

0.0 

• 

0.0 

j 

Ramos (B cell) ionomycin ;0.0 

0.0 

0.0 

B lymphocytes PWM 

0.0 

0.0 

0.0 

B lymphocytes CD40L and IL- 
4 

0.0 

0.0 

0.0 

EOL-1 dbcAMP 

9.1 

0.1 

68.8 

EOL-1 dbcAMP 
PMA/ionomycin 

0.0 

0.0 

1.8 

Dendritic cells none 

13.8 

0.0 

0.0 

Dendritic cells LPS 

0.0 

0.0 

0.0 

Dendritic cells anti-CD40 j3.3 

0.0 

0.0 

Monocytes rest 

0.0 

0.0 

0.0 
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Monocytes LPS 

0.0 

0.0 

2.6 

Macrophages rest 

0.0 

0.0 

0.0 

Macrophages LPS 

0.0 

0.1 

9.2 

HUVEC none 

0.0 

0.0 

0.0 

HUVEC starved 

0.0 

0.0 

0.0 

HUVEC IL-1 beta 

0.0 [0.0 

0.0 

HUVEC JFN gamma 

HUVEC TNF alpha + IFN 
gamma 

0.0 

0.0 

0.0 

0.0 

0.0 

0.0 

HUVEC TNF alpha + IL4 

0.0 

0.0 

0.0 

HUVEC 1 

0.0 

0.0 

0.0 

Lung Microvascular EC none 

0.0 

0 0 

V/.V7 

KJ.V 

Lung Microvascular EC 
TNFalpha + IL-lbeta 

0.0 

0.0 

0.0 

Microvascular Dermal EC 
none 

0.0 

1 

0.0 

0.0 

Microsvasular Dermal EC L 0 
TNFalpha + IL-lbeta I 

0.0 

0.0 

Bronchial epithelium u « 
TNFalpha + JLJbeta_ ^ j 

0.0 

0.0 

Small airway epithelium none jo.O 

0.0 

0.0 

Small airway epithelium L 0 
TNFalpha + IL-lbeta j 

0.0 

0.0 

Coronery artery SMC rest jO.O 

0.0 

0.0 

Coronery artery SMC L 0 
TNFalpha + IL-lbeta j 

0.0 

0.0 

Astrocytes rest jl.00.0 

12.0 

100.0 

Astrocytes TNFalpha + IL- L 9 
lbeta j 

100.0 

95.9 

KU-812 (Basophil) rest jo.O 

0.0 

0.0 

KU-8 12 (Basophil) 
PMA/ionomycin 

! 

0.0 

0.0 

0.0 

CCD 1 106 (Keratinocytes) none 

0.0 

0.0 

0.0 

CCD1 106 (Keratinocytes) 
TNFalpha+IL-lbeta 

0.0 

0.0 

0.0 
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Liver cirrhosis U.6 

0.0 

S.5 

NC1-H292 none 

0.0 ; 

0.0 

0.0 

NCI-H292 IL-4 

0.0 

0.0 

0.0 

NCI-H292 IL-9 

0.0 

0.0 

0.0 

NCI-H292 IL-1 3 

0.0 j 

0.0 

0.0 

NCI-H292 I FN gamma 

0.0 

1 

0.0 sO.O 

HPAEC none ! 

0.0 

0.0 

0.0 
0.0 

HPAEC TNF alpha + IL-1 beta 

0.0 

0.0 

Lung fibroblast none 

31.4 

0.2 

94.0 

Lung fibroblast TNF alpha + 
IL-1 beta 

00 0 

0.1 

62.9 

Lung fibroblast IL-4 

19-1 

0.1 

34.9 

Lung fibroblast IL-9 

23.5 

0.1 >96.6 

Lung fibroblast IL-1 3 

4.5 

0£ ( 

13.4 

Lung fibroblast 1FN gamma 

Dermal fibroblast CCD 1070 
rest 

15.7 

0.2 

89.5 

0.0 

0.0 

4.1 

Dermal fibroblast CCD1070 
TNF alpha 

0.0 

0.0 

. ... 

2.3 

Dermal fibroblast CCD1070 
IL-1 beta 

i 

o.o jo.o 

0.0 

Dermal fibroblast IFN gamma 

8.5 

0.1 

26.6 

Dermal fibroblast IL-4 

4.1 

0.1 

25.5 

Dermal Fibroblasts rest 

8.0 

0.1 

47.3 

Neutrophils ■ TNFa+LPS 

0.0 

0.0 

0.0 

Neutrophils rest 

0.0 

0.0 

0.0 

Colon 

4.0 

0.0 

8.4 

Lung 

0.0 

0.0 

2.1 

Thymus 

0.0 

0.0 

2.4 _ 

Kidney 

4.9 

0.1 

5.2 


CNS_neurodegeneration__vl.0 Summary: Ag6430/Ag6439/Ag6440 Four 


experiments with different probe and primer sets are in excellent agreement. This panel 
confirms the expression of this gene at low levels in the brains of an independent group of 
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individuals. However, no differential expression of this gene was detected between 
Alzheimer's diseased postmortem brains and those of non-demented controls in this 
experiment. See Panel 1.4 for a discussion of this gene in treatment of central nervous 
system disorders. 

5 General_screening_pane!_vl.6 

Summary: Ag6424/Ag6425/Ag6430/Ag6439/Ag6440 Five experiments with seven 
different probe and primer sets are in very good agreement. Highest expression of this gene 
is detected in a ovarian cancer IGROV-1 cell line and brain cancer SNB-1 9 cell lines 
(CTs=25-33.7). In addition, consistent with expression seen in panel 1 .4, moderate to low 
10 levels of expression of this gene is also seen in all the regions of central nervous system, 
tissues with metabolic/endocrine functions, and number of cancer cell lines. See panel 1.4 
for further discussion of this gene. 

Panel 4.1D Summary: Ag6425/Ag6430/Ag6439 Three experiments with different 
probe and primer sets are in excellent agreement. Highest expression of this gene is detected 
1 5 in both resting and cytokine activated astrocytes (CTs=22~33.5). Therefore, therapeutic 
modulation of this gene or the design of therapeutics with the encoded protein could be 
important in the treatment of multiple sclerosis or other inflammatory diseases of the CNS. 

In addition, moderate to low levels of expression of this gene is also seen in resting 
and cytokine treated lung and dermal fibroblasts, as well as in normal tissues represented by 
20 colon, lung, thymus and kidney. Therefore, modulation of the gene product with a 

functional therapeutic may lead to the alteration of functions associated with these cell types 
and lead to improvement of the symptoms of patients suffering from autoimmune and 
inflammatory diseases such as asthma, allergies, inflammatory bowel disease, lupus 
erythematosus, psoriasis, rheumatoid arthritis, and osteoarthritis. 

25 

AQ. CG56054-09: Integrin alpha 7-like protein. 

Expression of gene CG56054-09 was assessed using the primer-probe sets Ag6425, 
Ag6435, Ag6437, Ag6439 and Ag6440, described in Tables AQA, AQB, AQC, AQD and 
AQE. Results of the RTQ-PCR runs are shown in Tables AQF, AQG and AQH. 

30 Table AQA . Probe Name Ag6425 
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Primers 

Sequences 

Length 

Start Position 

SEQ ID No 

Forward 

5 1 -cggatgcacaccccat-3 ' 

16 

1240 

519 

Probe 

TET-5' - 

catcccgagctgggcccc-3 ' - 
TAMRA 

18 

1272 

520 

Reverse 

5 ' -gccctggatgcccat~3 ' 


1291 

521 


Table AQB . Probe Name Ag6435 


Primers 

JSequences 

j Length 

Start Position 

SEQ ID No 

Forward 

|s ' -ggccagggtggagct-3 ' 


731 

522 

Probe 

1tET-5 ' - 

jacctggcacacctggacgacg- 
•13 ' -TAMRA 


766 

523 

|Reverse 

j5 1 -cagggaccgggatga-3 1 

(15 

829 

524 


Table AQC . Probe Name Ag6437 


Primers jsequences 

Length (start Position jSEQIDNo 

Forward js ' -gacgacggtccctacga-3 1 

17 j780 

525 

Probe 

— f 

TET-5'- | 
cgcctcatcccggtccct-3 • - ] 
TAMRA | 

j 

18 |825 
» 

<: 

526 

Reverse 

5 ■ -ctcctccagaaaggtgctgt- j 
3 ' j 

I 

20 

847 

527 

Table AOD. Probe Name Ag6439 

Primers 

Sequences 

Length 

Start Position 

SEQ ID No 

Forward 

5 • -ctgtggtggcagaaggagt- 
3' 

19 

994 

528 

Probe 

TET-5 1 - 

ccctggtgggtcatcctcctg- 
3 • -TAMRA 

21 

1014 

529 

Reverse 

5' - 

gaagaatcccatcttccacag-3 ■ 

21 

1080 

530 

Table AOE. Probe Name As6440 

Primers 

Sequences (Length j 

Start Position 

SEQ ID No 

Forward 

is ' -accatcctgaggaacaactg- I^q 

1197 

531 
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j |tET-5'- j 
(Probe jctgacgggcatcccgagct-3 ' - j!9 

1264 

532 
533 

jReverse 

5 ' -ccctggatgcccatc-3 1 j]5 

1290 


Table AOF . CNSjieurodegeneration_vl.O 


1 

Tissue Name 

ReL Exp.(%> jRel. Exp.(%) 
Ag6435, Run Ag6439, Run 
269253997 (269254002 


Rel. Exp.(%) 
Ag6440, Run 
269254003 

AD 1 Hippo hi A i 

21.6 


18.9 

AD 2 Hippo 

27.9 128.9 


61.1 

AD 3 Hippo _ 

4.8 j6.1 

9.7 

AD 4 Hippo 

18.3 U7.6 

;23.3 

AD 5 Hippo 

j 

46.7 \ 

42.6 


34.6 

AD 6 Hippo 

r 

100.0 1100.0 

r 

jioo.o 

Control 2 Hippo 

8 .5 ; 

32.5 


29.9 

Control 4 Hippo 

29.9 

37.9 

jl. . . - - 

354.7 

jControl (Path) 3 Hippo 

5.2 

6.4 

]5.8 

iAD 1 Temporal Ctx 

12.8 

24.5 

!l2.6 

i 

AD 2 Temporal Ctx 

45.1 

27.5 

59.0 

AD 3 Temporal Ctx 

4.1 

9.0 

17.1 

AD 4 Temporal Ctx 

6.8 

30.4 

29.9 

i 

AD 5 Inf Temporal Ctx j 1.6 

41.8 

Ul.8 

AD 5 Sup Temporal L. 2 
Ctx j_ ' 

38.7 

1.39.2 

-i 

AD 6 Inf Temporal Ctxj52.1 

47.6 


48.6 

AD 6 Sup Temporal 
Ctx 

37.6 

50.3 

{ 

117.0 

j 

Control 1 Temporal 
Ctx 

6.7 

24.0 


23.3 

Control 2 Temporal 
Ctx 

7.3 

14.9 


43.5 

Control 3 Temporal 
Ctx 

4.4 

16.5 

i 

I9.2 

i 

Control 3 Temporal 
Ctx 

11.7 

23.8 

(30.1 


597 


WO 2003/023008 


PCT/US2002/028596 


Control (Path) 1 | 24 g J 
Temporal Ctx \~ ' j 

. j 

1 

39.8 J 

51.1 

Control (Path) 2 
Temporal Ctx 

! 

9.8 

24.8 | 

7.2 

Control (Path) 3 
Temporal Ctx 

3.5 

11.9 | 

9.9 

-"• ■■- — -■> i 

Control (Path) 4 
Temporal Ctx | 

14.8 


i 

21.6 

14.9 

j 

AD 1 Occipital Ctx j15.0 

16.0 

5.8 

v " ' f 

AD 2 Occipital Ctx j Q Q 
(Missing) ; 

0.0 


AD 3 Occipital Ctx 

8.0 

!l0.2 

7.8 

" 

AD 4 Occipital Ctx 

6.8 

! 

18.6 

35.4 

AD 5 Occipital Ctx \\2.1 


22.7 

16.6 

AD 6 Occipital Ctx \5.9 

(22.1 

23.5 

Control 1 Occipital Ctx|4.1 

.7.2 

15.2 

Control 2 Occipital Ctx|20.3 

'29.3 

35.8 

Control 3 Occipital Ctx|7.5 

19.2 

4.4 

Control 4 Occipital Ctx 

3.3 

13.6 

12.9 

Control (Path) 1 
Occipital Ctx 

25.9 

39.5 

22.4 

Control (Path) 2 
Occipital Ctx 

7.4 

7.0 

5.0 

Control (Path) 3 
Occipital Ctx 

2.3 

5.9 

6.7 

Control (Path) 4 
Occipital Ctx 

21.0 

11.4 

11.9 

Control 1 Parietal Ctx 

12.5 

15.7 

33.2 

Control 2 Parietal Ctx 

1 J ' 

41.2 

37.1 

17.4 

Control 3 Parietal Ctx !l3.2 

10.8 

21.6 

Control (Path) 1 
Parietal Ctx 

22.5 

37.9 

47.3 

Control (Path) 2 
Parietal Ctx 

26.8 

18.7 

17.1 

Control (Path) 3 
Parietal Ctx 

7.5 

jl2.0 

11.7 
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Control (Path) 4 
Parietal Ctx 


20.6 


27.9 


{29.3 


Table AOG . General_screening_panel_vl .6 


Tissue Name 

Rel. Exp.(%) 
Ag6425, Run 
277221721 \ 

-•"I 

Rel. Exp.(%) ! 
Ag6435, Run 
277223167 

Rel. Exp.(%) 
Ag6439, Run 
277223175 ! 

Rel. Exp.(%) 

A/v/C/i/fA Dim 

AgO^HU, rvun 
277223177 

Adipose 

2.6 

13.2 

17.3 ! 

3.7 

Melanoma* 
Hs688(A).T 

0.0 

0.9 

" ] 

0.4 ; 

i 

0.0 

Melanoma* 

Hs688(B).T _ 

0.2 

] 

1.9 b.9 

_i . ^ 

0.8 

Melanoma' 14 Ml 4 

o.o ; 

0.0 

0.4 ' 

0.0 

Melanoma* LOXIMV1 

0.0 

0.0 jo.o 

0.0 

Melanoma* SK-MEL-5 

2.2 

4.4 

18.3 

3.0 

r 

Squamous eel! 
carcinoma SCC-4 

0.0 

0.0 



0.0 

0.0 

Testis Pool 

3.5 

10.0 

9.1 

3.0 

Prostate ca.* (bone 
met) PC-3 

0.5 

1.8 |l.3 

1.2 

r~ " " 
[Prostate Pool 

1.0 jio.o 

28.5 

'i 

i — ' 
Placenta 

0.0 

0.3 

0.5 b.O 

Uterus Pool 

1.5 

16.2 

5.3 

2.3 

Ovarian ca. OVCAR-3 

0.3 

0.4 

IJ 

0.4 

Ovarian ca. SK-OV-3 

0.2 

0.9 

1.3 

0.5 

Ovarian ca. OVCAR-4 

0.0 

0.0 

0.9 

0.0 

Ovarian ca. OVCAR-5 

1.3 

0.3 

1.4 

4.2 

Ovarian ca. IGROV-1 

100.0 

27.0 

69.3 

100.0 

Ovarian ca. OVCAR-8 

21.9 

7.6 

,7.3 

18.2 

Ovary 

0.3 

4.5 

2.8 

0.8 

Breast ca. MCF-7 

0.0 

0.0 

0.5 

0.3 _ 

Breast ca. MDA-MB- 
231 

0.0 

0.0 

0.2 

0.0 

Breast ca. BT 549 

0.0 

0.0 

0.6 

0.0 

Breast ca. T47D 

[o.o 

0.0 

0.4 

0.3 
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Breast ca. MDA-N 

O.O jo.7 I 

0.6 \ 

0.3 

Breast Poo! 

4.1 |42.9 |I2.2 

3.5 

Trachea 

0.7 ls.3 |4.7 

1.4 

Lung 

0.7 

3.9 

3.9 

5.3 

Fetal Lung 

0.3 

8.0 

5.3 

2.9 

Lungca. NCI-N417 

0.9 

0.2 

4.0 |2.0 

Lungca. LX-1 

2.7 

0.9 

4.9 

6.3 

Lung ca.NCI-H 146 

0.0 

0.0 

0.1 

0.0 

Lung ca. SHP-77 

0.4 ' 

0.2 |4.5 

0.8 

jLung ca. A549 

2.6 

0.0 

0.6 

2.2 

Lung ca. NCI-H526 

0.0 i 

0.0 

0.4 

0.3 

Lungca.NCI-H23 

1.0 

0.6 !2.9 

2.3 

Lungca. NCI-H460 

0.0 

' — r — — 

0.0 |o.o 

0.0 

Lung ca. HOP-62 

0.0 

0.0 I0.5 |o.o_ 

Lung ca.NCI-H522 

0.6 

0.0 

3.3 

|2-5 
;0.4 

Liver 

0.0 

0.0 

0.1 

Fetal Liver 

0.3 

0.3 

o.s [o.s 

Liver ca. HepG2 

0.3 

0.0 

0.1 |o.9 

Kidney Pool 

0.0 

100.0 

43.2 |l4.6 

Fetal Kidney 

0.0 

12.1 

5.8 |3.4 

Renal ca. 786-0 

0.0 

0.0 

0.3 |0.0 

Renal ca. A498 

1.8 

0.0 

0.5 

3.8 

Renal ca. ACHN 

0.5 

0.0 

1.2 

0.5 

Renal ca. UO-31 

0.0 

0^0 

0.6 

0.0 

Renal ca. TK-10 

0.4 

0.7 

2.1 

0.5 

Bladder 

0.0 

6.6 

8.3 |0.9 

Gastric ca. (liver met.) 
NCI-N87 

0.0 

0.0 

1.1 

0.8 

Gastric ca. KATO III 

0.5 

0.3 

0.4 

0.4 

Colon ca. SW-948 

1.5 

0.0 

[0.3 

2.2 

Colon ca. SW480 

5.2 

4.4 |23.0 

6.3 
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i 1 i ' 1 

Colon ca.*(SW4S0 j. - j 
|met)SW620 V 1 \ 

6.1 

7.2 

Colon ca. HT29 

o.o |o.o 

0.0 

0.3 

Colon ca. HCT-116 

0.2 jo.5 

2.1 

0.6 

Colon ca. CaCo-2 

3.6 i'7.6 

18.3 

6.5 

Colon cancer tissue 

3.3 

5.6 

7.7 

4.4 

Colon ca.SWll 16 

3.0 

1.1 

l.S j2.1 

Colon ca. Colo-205 

0.4 

0.0 

0.2 jl.3 

Colon ca. SW-48 {3.6 _ 

0.0 

1.4 b.o 

Colon Pool ]5.0 

44.8 

25.5 iS.l 

Small Intestine Pool jl.7 

26.8 

r 

12.8 . |2.0 

Stomach Pool '2.3 -24.0 

8.5 ! 4.2 

* 

Bone Marrow Pool |l.6 {25.9 

18.7 f3.5 

Fetal Heart 

I 

2.3 '31.6 

33.7 

33.7 

8.6 

Heart Pool 

7.0 

23.5 

10.7 

Lymph Node Pool 

6.1 

64.6 

19.9 \fi.7 

Fetal Skeletal Muscle 

5.2 

46.7 

19.1 

19.2 

22.7 

Skeletal Muscle Pool 

r 

9.2 ;24.7 

22.1 

Spleen Poo) 

o.o 

2.4 

2.7 

0.6 

Thymus Pool 

2.0 

18.4 

7.7 

3.1 

CNS cancer (glio/astro) 
U87-MG 

1.5 

5.8 

10.9 

2.2 

CNS cancer (glio/astro) 
U-11S-MG 

0.3 

1.5 

3.8 

0.8 

CNS cancer 
(neurojmet) SK-N-AS 

0.0 

0.7 

. — ] 

1.4 

0.5 

CNS cancer (astro) SF- 
539 

0.0 

0.2 

0.1 

0.2 

CNS cancer (astro) 
SNB-75 

1.1 


11.7 

2.8 
97.9 

CNS cancer (glio) 
SNB-19 

" ■• " - 

79.0 

12.8 

100.0 

CNS cancer (glio) SF- 
295 

0.0 

0.0 

S.2 

1.5 
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Brain (Amygdala) Pool 

0.8 

! 

7.9 - 

8.0 


I- -• ■■ *■ " 

Brain (cerebellum) 

0.4 

1.8 

8.8 


Brain (fetal) 

0.7 

8.4 

6.8 b.l 

Brain (Hippocampus) 

3.2 

~ " Jl 1 

9.9 

11.0 

I 4 - 3 

Pool 





Cerebral Cortex Pool 

0.6 

1.8 

11.6 

|2.0 

Brain (Substantia nigra) 
Pool 

2.2 

4.2 

— =. 

10.0 

2.0 

Brain (Thalamus) Pool 

2.7 

9.1 

9.7 

J2.8 

Brain (whole) 

0.4 

3.3 

5.6 

ii.9 

Spinal Cord Pool 

2.3 

.3.1 

12.2 


jAdrenal Gland 

0.3 

7.4 

4.8 

i 

50.9 

[pituitary gland Pool 

oo 

1.8 

1.4 

* 

J0.6 

Salivary Gland 

0.0 

2.3 

1.1 

jO.O 

Thyroid (female) 

0.3 

3.3 

1.9 

— — — ..«*-» — 

ii.3 

iPancreatic ca. 
|CAPAN2 

0.0 

0.5 

0.7 

» 

jo .6 

jPancreas Pool 

0.0 

3.5 

3.2 

1,0 


Table AQH . Panel 4. ID 


Tissue Name 

Rel. Exp.(%) 
Ag6425, Run 
268713999 

Rel. Exp.(%) 
Ag6435, Run 
268713480 

Rel. Exp.(%) 
Ag6439, Run 
268760823 _ 

Secondary Thl act 

0.0 

0.0 

0.0 

Secondary Th2 act 

0.0 

0.0 

0.0 

Secondary Trl act 

0.0 

0.0 

0.0 

Secondary Thl rest 

0.0 

0.0 

0.0 

Secondary Th2 rest 

0.0 

0.7 

0.0 

[secondary Trl rest 

0.0 lo.o 

0.0 

1 — 1 - — * — **■' 

Primary Th 1 act 

0.0 

0.0 

0.0 

Primary Th2 act 

0.0 

0.7 

0.0 

Primary Trl act 

0.0 

0.0 

0.0 

Primary Thl rest l° P 

0.0 

1.2 

Primary Th2 rest jo.O 

0.0 

0.0 
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Primary Trl rest 

0.0 

o.o |o.o 

CD45RA CD4 lymphocyte act 

0.0 

0.8 

2.6 

CD45RO CD4 lymphocyte act 

0.0 

1.6 

2.3 

CD8 lymphocyte act 

0.0 

0.0 

0.0 

Secondary CD8 lymphocyte 
rest 

0.0 

\).V 

U.U 

Secondary CDS lymphocyte 
act 

0.0 

0.0 

0.0 

CD4 lymphocyte none ; 

0.0 

0.0 

0.0 

2ryThl/Th2/Trl anti-CD95 
CH11 

0.0 

0.0 

1.2 

LAK cells rest 

2.7 

6J _ 

15.2 

LAK cells IL-2 

0.0 

0.0 _ 

0.0 

LAK cells IL-2+1L-12 

0.0 

0.0 

0.0 

LAK cells IL-2+fFN gamma 

0.0 

0.0 

0.0 

LAK cells IL-2+IL-18 

o.o io.o 

0.0 

LAK cells PMA/ionomycin 

15.7 |6.1 

9X) _ 

— •" \ ■ 

NK Cells IL-2 rest iO.O 

0.0 

1.4 

Two Way MLR 3 day 

0.0 fo.9 

1.4 

Two Way MLR 5 day 

0.0 

o.o !o.o 

Two Way MLR 7 day jl3.2 

2.9 j3.7 

PBMC rest 

0.0 

0.0 

0.0 

PBMC PWM 

0.0 

0.0 

0.0 

PBMC PHA-L 

0.0 

0.0 

0.0 

Ramos (B cell) none 

0.0 

0.0 

0.0 

Ramos (B cell) ionomycin 

0.0 

0.0 

— " 

0.0 

B lymphocytes PWM 

0.0 

0.0 

0.0 

B lymphocytes CD40L and IL- 
4 

0.0 

0.0 

0.0 

EOL-1 dbcAMP 

k. 

0.0 

68.8 

EOL-1 dbcAMP 
PMA/ionomycin 

F 

0.0 

1.0 

1.8 

Dendritic cells none 

13.3 

0~.7 

0.0 
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j 1 j 
(Dendritic cells LPS |0.0 JO.O 

0.0 

Dendritic cells anti-CD40 <3.3 

1.6 

0.0 

jMonocytes rest 

0.0 

0.0 

0.0 

jMonocytes LPS 

0.0 

0.0 

2.6 

Macrophages rest 

0.0 

0.0 

9.2 

Macrophages LPS 

0.0 

0.8 

HUVEC none 

0.0 

0.0 

0.0 

|HUVEC starved {0.0 jo.O 

0.0 

|hU VECIL-1 beta jo.O 

0.0 

[hUVEC IFN gamma jO.O JO.O 

0.0 _ 

jHUVECTNF alpha + IFN 
jgamma 

i 

0.0 jo.6 

0.0 

I 

IHUVEC TNF alpha + IL4 

0.0 10.0 

0.0 

HUVEC IL-ll 

o.o jo.o 

0.0 

Lung Microvascular EC none 

o.o lo.o 

0.0 

Lung Microvascular EC 
TNFalpha+IL : lbeta 

1 * "T 
o.o lo.o 

i 

0.0 

Microvascular Dermal EC 
none 

! 

0.0 j0.0 

0.0 

Microsvasular Dermal EC 
TNFalpha+ IL-lbeta 

0.0 

0.0 

0.0 

Bronchia] epithelium 
TNFalpha+ILlbeta 

t 

t 

0.0 

o.o jo.o 

Small airway epithelium none 

o.o jo.o 

lo.o 

Small airway epithelium 
TNFalpha+ IL-lbeta 

o.o jo.o 

0.0 

Coronery artery SMC rest 

0.0 0.5 

0.0 

Coronery artery SMC 
TNFalpha + IL-lbeta 

6.2 

0.0 

0.0 

Astrocytes rest 

100.0 

100.0 

100.0 

Astrocytes TNFalpha + IL- 
lbeta 

74.2 

97.9 

95.9 

KU-8 12 (Basophil) rest 

0.0 

0.0 

0.0 

KU-S12 (Basophil) 
PMA/ionomycin 

0.0 

0.0 

0.0 
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1 ; 

CCD1 1 06 (Keratinocytes) none |0.0 

0.0 

0.0 

CCD1 106 (ICeratinocvtesl 
TNFalpha + IL-1 beta 

0.0 

0.0 

0.0 

Liver cirrhosis 

4.6 

5.1 

8.5 

NCI-H292 none 

0.0 

0.0 

0.0 

NCI-H292 IL-4 

0.0 

0.0 

0.0 

NCI-H292 IL-9 

0.0 

0.0 

0.0 

NCI-H292 IL-1 3 

0.0 

0.0 

0.0 

NCI-H292 1FN gamma 

0.0 

0.0 

0.0 

HPAEC none 

0.0 

0.0 

0.0 

|hPAEC TNF alpha + IL- 1 beta jo.O 

0.0 

0.0 

j 

Lung fibroblast none 

31.4 

62.9 

94.0 

Lung fibroblast TNF alpha + 
IL-1 beta 


25.2 

62.9 

Lung fibroblast IL-4 

19.1 

23.3 

34.9 

Lung fibroblast IL-9 

23.5 

20.4 

96.6 

Lung fibroblast IL-1 3 

4.5 

15.0 

r- 
13.4 

Lung fibroblast 1FN gamma 

15.7 

29.9 

89.5 

Dermal fibroblast CCD 1070 
rest 

0.0 

5.6 

4.1 

Dermal fibroblast CCD1070 
TNF alpha 

0.0 

0.8 

2.3 

Dermal fibroblast CCD 1070 
IL-1 beta 

0.0 

u. / 

n n 

Dermal fibroblast I FN gamma 

8.5 

20.0 

26.6 

Dermal fibroblast IL-4 

4.1 

22.7 

25.5 

Dermal Fibroblasts rest 

8.0 

20.7 

47.3 

Neutrophils TNFa+LPS 

0.0 

1.2 

O0- 

Neutrophils rest 

0.0 

0.0 

0.0 

Colon 

4.0 

7.9 

8.4 

Lung 

0.0 

1.6 

2.1 

Thymus 

0.0 

2.0 

2.4 

Kidney 

4.9 

10.2 

5.2 
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CNS_neurodegeneration_vl.O Summary: Ag6435/Ag6439/Ag6440 This panel 
confirms the expression of this gene at low levels in the brains of an independent group of 
individuals. However, no differential expression of this gene was detected between 
Alzheimer's diseased postmortem brains and those of non-demented controls in this 
5 experiment. See Panel 1.4 for a discussion of the of this gene in treatment of central nervous 
system disorders. 

General_screeniiig_panel_vl.6 Summary: Ag6425/ Ag6435/Ag6439/Ag6440 
Highest expression of this gene is detected in kidney, ovarian cancer IGROV-l cell line and 
brain cancer SNB-19 cell lines (CTs=28-31). In addition, consistent with expression seen in 
10 panel 1 .4, moderate to low levels of expression of this gene is also seen in all the regions of 
central nervous system, tissues with metabolic/endocrine functions, and number of cancer 
cell lines. See panel 1 .4 for further discussion of this gene. 

Panel 4.1D Summary:: Ag6425/ Ag6435/Ag6439 Highest expression of this gene 
is detected in both resting and cytokine activated astrocytes (CTs=22-34.5). Therefore, 
1 5 therapeutic modulation of this gene or the design of therapeutics with the encoded protein 
could be important in the treatment of multiple sclerosis or other inflammatory diseases of 
the CNS. 

In addition, moderate to low levels of expression of this gene is also seen in resting 
and cytokine treated lung and dermal fibroblasts, as well as in normal tissues represented by 
20 colon, lung, thymus and kidney. Therefore, modulation of the gene product with a 

functional therapeutic may lead to the alteration of functions associated with these cell types 
and lead to improvement of the symptoms of patients suffering from autoimmune and 
inflammatory diseases such as asthma, allergies, inflammatory bowel disease, lupus 
erythematosus, psoriasis, rheumatoid arthritis, and osteoarthritis. 

25 

AR. CG56054-10 and CG56054-ll:Integrin alpha 7-like protein. 

Expression of gene CG56054-10 and CG56054-1 1 was assessed using the primer- 
probe sets Ag4983, Ag6442, Ag6425, Ag642S, Ag643I, Ag6433, Ag6435, Ag6440, 
Ag6446, Ag6447, Ag6413 and Ag6964, described in Tables ARA, ARB, ARC, ARD, ARE, 
30 ARF, ARG, ARH, ARI, ARJ, ARK and ARL. Results of the RTQ-PCR runs are shown in 
Tables ARM, ARN, ARO, ARP, ARQ and ARR. Note Ag6433 is specific for CG56054-1 1. 
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Also, the CG56054-U gene 
As6446 and Ag6964. 


is only recognized by probe-primer sets Ag6433, Ag6431, 


Table ARA. Probe Name Ag4983 


Primers 

Sequences 

Length 

Forward i 

5 1 - 

ccaggtcaccttctacctcatc-3 

22 

Probe 

TET-5'- 

cttagcacctccgggatcagcatt 
3« TAMRA - 

24 

Reverse 

aacagcagctctacctccagtt-^. 

22 


IStart 

(position 

"t " 

;2342 


SEQ ID No 


534 


2364 


535 


2398 


536 


Table ARB . Probe Name Ag6442 


Primers 


Sequences 


Length 


Forward 


5' - 


gatgtggacaj^gjgatajga^ 


iProbe 

I 


TET-5' - 

ccacctgagcagcaggagcct-3 
TAMRA 


22 


21 


Reverse 


]5 • -gcgcagtccagggtg- 


3 ' |l5 


Table ARC. Probe Name Ag6425 


(Primer^ 
jForward 

r~" 

iProbe 

1 

{Reverse^ 


jSequences 


Length 


t-3' 


5 • -cggat^^cacccca^ 
TET-5' - 

catcccgagctgggcccc-3 * - 
TAMRA ». 


11 
18 


5 • -gccctggatgcccat-3 ' 


15 


'start Position |SEQ ID No 


|27S1 

1 

12820 

t 

537 


538 


12906 

|539 


{start Position 

SEQ ID No 

" "1 

3516 

540 ^ _ 


3548 

541 


13567 

542 


Table ARD. Probe Name Ag6428 


Primers J^H? 1 ^? 

V -cttcatctaccatgggagca- 


Length 


Forward 


Probe 


20 


Start Position 
1301 


TET-5' - 

ccttcacaggtgctggagggc- 
3 ' -TAMRA 


21 


SEQ ID No 

543 


1341 


544 
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Reverse 


15 ' -agggagtagccgaagctct- ]9 
j 3> -. 


Table ARE. Probe Name Ag6431 


Primers 


Sequences 


r 


(Forward^ 


Length 


5 ' -^a^atcaccctgg^^gc-Jj^ 

TET- 5 1 - 1 
tggtgttcagctgcccactctacag- 

3 • -TAMRA 


25 


Probe 

erse I 5 ' ; ccgcgc ggtcaaa-3 ' 


Reverse 


13 


il378 


545 


Start 


T 


JPosition 

2900 


jSEQ 


ID No 


2941 
2967 


546_ 
547 
548 


Table ARF. Probe Name Ag6433 


Primers 


T 


{Sequences 

i 


iForward 
Probe 


5' -ggagtcagtgtcctctgctga- 
3' 


21 


TET-S ' - 
:tgcccactctacagc 


tttgaccgc- 


25 
18 


,._ , 

Reverse ' ^J]]^^^^"^ gcagjcac^g^„il» 
Table ARC Probe Name Ag6435 


['I ~H««artrt" ' 
Forward 


Length 


Probe 


i 

TET- 5 ' - 


acctggcacacc 


3 • -TAMRA 




15 


lableARH. Probe Name Ag6440 


21 
15 


Primers 


Forward 


r 


jsequences , 

5 • -accatcctgaggaacaactg- | 2 q 


Probe 
Reverse 


|TET- 5 ' - I 
ctgacgggcatcccgagct-3 • - |19 

Stamra 


5 • -ccctggatgccca tc-3 1 


lis 


Table ARI. Probe Name Ag6446 
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SEQ ID No 


534 

549 


615 

550 

|644_ JS51 


Start Position 


SEQ ID No 


731 
766 


552 


829 


553 
554 
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Primers 

i 

Sequences jLength 

Start 
Position 

SEQ ID No 

Forward 

5 1 -gcttcttccatcggagca-3 ' jl8 

3256 

558 

■ — 

Probe 

TET-5 1 - 

caactatcaccgggcctgtctggc- 24 
3 1 -TAMRA ] 

3296 

559 

Reverse 

1 

5 • -catggctgaaggctgca-3 ' \\7 

3322 

560 


Table ARJ . Probe Name Ag6447 


Primers 

. . . 

Sequences 

Length I 

Start 
Position 

SEQ ID No 

Forward 

5 ' -gacgacggtccctacga-3 1 

17 

780 

561 

Probe 

TET-5 1 - 

tcatcccggtccctgccaa-3 1 - 
TAMRA 

19 

829 

562 

Reverse 

5' - 

gtcaatagagaagccaaagtagct- 
3 , 

24 

. fc . _ 

849 

563 


Table ARK . Probe Name Ag6413 


Primers 


Sequences 


Forward 

Probe 

Reverse 


Length 


Start Position 


T 


ggtgaagacaagatctgccag-3 ' 


PI 


TET-5'- 

tgtacccgggtcagcgacacg- ]21 
|3 ' -TAMRA 


r 

5 1 -gctgttgttccatccacatc- 
3' 


20 


SEQ ID No 


1980 


1564 


2031 


2073 


565 


566 


Table ARL . Probe Name Ag6964 


Primers 

Forward 

Sequences 

Length ]Start Position 

SEQ ID No 

5 1 -ggccccagacatgca-3 ' 

15 12986 

567_ 
568 

Probe 

TET- 5 * - 

actctacagctttgaccgcgcgg- 
3 1 -TAMRA 

1 

23 |2957 

Reverse 

5 ' -gccaactgtgtggtgttca-3 ' 

19 |2931 

569 


Table ARM . CNS_neurodegeneration_vl.O 
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Tissue 
Name 

Rel. 

Exp.(% 

) 

Ag4983 
, Run 
218649 
223 

Rel. 

Exp.(% 

) 

Ag6413 
, Run 
269253 
983 

Rel. 

Exp.(% 

) 

Ag6428 
, Run 
266937 
081 

Rel. 

Exp.(% 
) 

Ag6431 
, Run 
268030 
111 

Rel. 

Exp.(% 
) 

Ag6433 
, Run 
268030 
711 

Rel. 

Exp.(% 
) 

Ag6435 
, Run 
269253 
yyl 

Rel. 

Exp.(% 

) 

Ag6440 
, Run 
269254 

AA1 

Rel. | 

Exp.(% : 
) 

Ag6442 ; 
,Run 
264979 
2yo 

Rel. 

Exp.(% 

) 

Ag6446 
, Run 
269254 

UUO 

Rel. 

Exp.(% 
) 

Ag6447 
, Run 
269254 

AAT 

AD 1 
Hippo 

T ~ 

23.7 j24.8 

18.0 

i 

18.8 J27.0 

17.1 

18.9 

19.2 

1 

42.9 j 

18.8 

" 

AD 2 

IT" 

Hippo 

41.2 

52.9 

32.3 

28.7 j43.5 

27.9 

61.1 

49.7 ' 

41.8 

10.4 

AD 3 
Hippo 

8.9 

6.4 

3.7 

7.5 [9.9 

4.8 

9.7 

20.4 

23.7 ! 

0.0 

AD 4 : 
Hippo 

AD 5 
Hippo 

14.8 

25.5 

10.7 

18.8 

18.2 
44.8 • 

18.3 

23.3 

5.6 

29.9 

4.6 

44.8 

41.8 

53.2 

38.4 
100.0 

~~ 

46.7 

34.6 

i 

57.4 J67.8 

11.0 

1 1 
AD 6 

Hippo 

100.0 

100.0 

100.0 

100.0 

• 

100.0 

100.0 

90.1 jlOO.O 

100.0 

Control 
j2 Hippo 

24.3 

36.1 

18.7 

29.5 

r ~ ■ 
20.7 

8.5 

29.9 

28.5 

39.2 

3.1 

Control 
4 HiDDO 

42.9 

43.8 

27.0 

32.3 

52.1 

29.9 

54.7 

86.5 

62.4 

43.8 

Control 
(Path) 3 
Hippo 

AD 1 

Tempor 

alCjx_ 

AD 2 
Tempor 
al Ctx _ 

14.2 

11.4 

4.6 

6.0 

6.8 

5.2 

5.8 

0.0 

14.6 

5.3 

23.3 
41.5 

i 

15.9 

12.9 

17.1 

23.7 
24.7 

12.8 

12.6 

16.8 

72.7 

9.0 

47.3 

31.0 

39.8 

45.1 

59.0 

21.6 

43.2 

21.0 

AD 3 
Tempor 
al Ctx 

9.5 

9.8 

6.0 

11.3 

11.5 

4.1 

17.1 

5.7 

36.3 

3.9 

AD 4 
Tempor 
al Ctx 

AD 5 
Inf 

Tempor 
al Ctx 

30.6 
45.4 

1 .. 

39.0 

20.2 

25.3 

19.1 

6.8 

29.9 

8.7 

43.2 

7.7 

37.1 

39.2 

36.3 

30.6 

1.6 

41.8 

73.7 

63.3 

23.7 


610 


WO 2003/023008 


PCT7US2002/028596 


AD 5 
Sup 

Tempor 
al Ctx 

< 1 i 
j i . I 


40 0 

10 7 

JZ.J 

7R 7 
JO. / 

33.2 

39.2 

9 


1 1.4 

AD 6 
Inf 

Tempor 
alCtx : 

Jo.Z 


40 o. 


47 S 
HJ. J 

1 

4R 6 i 

7£ R 
/o.o 

4S 1 

0 

00.7 

AD 6 
Sup 

Tempor 
alCtx j 

43.8 

48.6 

48.3 

, m 

50.3 

/CO A 

j 

77 A. 
J / .0 

1 7 n 
1 / .u 

^0 o 

Jv.O 

£1 1 

Control 
1 

Tempor 
alCtx i 

l/.z 

07 fi 
Zj.U 

; 

10 0 

Ij.O 

... 

1 1 R 
1 l .o 

: 
? 

; 

7 

Z.J .J 

46 7 

5 Q 


Control 
2 

Tempor 
al Ctx 

1 A O 

14. Z 

10 < 

jZ.j 

1 s 7 
1 J.J 

1 

18.2 
y.o 

1 7 /l 

{ 
1 

J 1 .u 

7 7 
/.j 

41 5 
fj.j 

JU.U 

13.6 

16.0 

Control 
3 

Tempor 
al Ctx 

1 j.i 

10 A 

1 

i 

4 4 

0 0 

7. J 

12.5 

3.1 

Control 
3 

Tempor 
al Ctx 

23.7 

25.0 

15.2 

i 

07 0 

13.1 

! 

I 

17 7 

1 / . / 

1 

1 1 7 
11./ 

7fy l 

1 J.vJ 

! 

i 

26.6 ;13.6 

1 

i 

Control 
(Path) 1 
Tempor 
al Ctx 

Control 
(Path) 2 
Tempor 
al Ctx 

Control 
(Path) 3 
Tempor 
alCtx 

ZD. 1 

47 0 

Jw.O 

? 

74 R 

51 1 

46.0 

21.2 

13.8 

24.5 
11.7 

25.9 
16.0 

16.0 
7.5 

20.4 

r 

10.9 

14.2 

9.8 

7.2 

0.0 

27.2 

2.6 

? — 

i 

13.6 

3.5 

9.9 

31.0 

24.5 

6.3 

Control 
(Path) 4 
Tempor 
al Ctx 

21.9 

i 

27.4 

17.1 

18.2 

11.9 

14.8 

14.9 

39.5 

19.2 

7.0 
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AD 1 
Occipit . 
alCtx 

16.0 

11.9 

i 

! 

10.2 

i 

11.5 

1 " \ 

13.1 

15.0 

5.8 

! 

6.3 ] 

) 

! 

39.5 

0.0 

AD 2 
Occipit i 
alCtx 
(Missin 

a) 

0.0 

< 

i 

0.0 

0.0 

0.0 

< 

- - i 

0.0 

0.0 

1 

i 

0.0 

0.0 

0.0 

0.0 

j 

AD 3 : 
Occipit i 
al Ctx 

10.7 

6.0 

6.4 

i 

8.8 

8.0 

8.0 

7.8 

4.9 

19.3 

0.0 

AD 4 
Occipit 
alCtx ; 

18.9 

23.7 

13.0 

17.9 

15.9 

6.8 

35.4 

11.1 

1 

25.3 

! 

3.5 

AD 5 
Occipit ; 
al Ctx 

24.8 

28.3 

25.3 

22.5 '36.6 

i 

\ 

12.7 

16.6 

42.3 

25.2 ! 

3.8 

AD 6 
Occipit 
al Ctx 

20.6 

"-"1 

31.9 1 

— - -■ 
20.2 

■ 

17.0 

16.0 

5.9 

23.5 

14.8 

9.7 

8.5 

Control 
1 

Occipit 
al Ctx 

y \j 

14 4 

6 0 

v/.v 

8.7 

15.1 

4.1 

15.2 

8.8 

6.5 

[ 

8.1 

1.3 
13.7 

Control 

2 

Occipit 
al Ctx 

ki o 

ij i .y 

4^ 

26.4 

33.2 

25.0 

20.3 

35.8 

82.4 

Control 
3 

Occipit 
al Ctx 

1 R 

1 o.o 

I 

n o 

10.7 

17.1 

12.1 

7.5 

4.4 

8.8 

15.8 

5.0 

Control 
4 

Occipit 
al Ctx 

18.2 

17.0 

12.0 

12.6 

14.4 

3.3 

! 

j 

12.9 

24.0 

23.3 

1.3 

Control 
(Path) 1 
Occipit 
al Ctx 

38.2 

52.5 

35.6 

36.1 

40.9 

25.9 

22.4 

100.0 

23.3 

12.1 

Control 
(Path) 2 
Occipit 
al Ctx 

9.6 

i 

14.1 

6.7 

|7.9 

6.3 

7.4 

5.0 

9.3 

15.6 

13.2 
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Control 
(Path) 3 
Occipit 
al Ctx 

4.8 

8.7 

5.4 

6.0 

5.3 

2.3 

6.7 

4 1 

4 5 

1 

9.4 

Control 
(Path) 4 
Occipit 
alCtx 

16 i 



10 9 

5.8 

21.0 

1 1 9 

"39 R 


20.4 

Control 
1 

Parietal 
Ctx 

14.4 

21.9 

8.8 

16.3 

1 

,3.2 ; 

: 

12.5 

9 

0 9 

S 7 

5 0 

Control 
2 

Parietal 
Ctx 

32.8 

28.9 

34.4 

_ ! 

28.3 

27.4 

41.2 

17.4 

98 1 

74 2 

95 5 

Control 
3 

Parietal 
Ctx 

Control 
(Path) 1 
Parietal 
Ctx 

Control 
(Path) 2 
Parietal 
Ctx 

90 f% 

JJ.*T 

22.1 

j 

10 R 

62.4 
23.8 

i 

11.5 ]8.7 
j 

34.2 L.2 

18 9 
44.1 
16.5 

n 9 

22.5 
26.8 


Q 1 


16 7 

1 V. / 

47.3 
17.1 

69.3 

24.0 

4.2 

19.6 

r — — — 

22.5 

37.6 

23.7 

14.4 

Control 
(Path) 3 
Parietal 
Ctx 

11.2 

15.4 

3.9 

7.1 

8.7 

7.5 

11.7 

10.4 

11.0 

5.9 

Control 
(Path) 4 
Parietal 
Ctx 

31.2 

34.2 

24.8 

(■••-" ! — — 
8.8 

14.0 

i 

20.6 

29.3 

27.5 

27.0 

9.4 


Table ARN . General_screening_panel_vl .4 


Tissue Name 


Adipose 


Melanoma* Hs688(A).T 


Rel. Exp.(%) 
Ag4983, Run 
218328386 


Tissue Name 


25.3 


1.0 


Renal ca. TK-10 


Bladder 


Rel. Exp.(%) 
Ag4983, Run 
218328386 

3.0 


7.0 
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Melanoma* Hs688(B).T 

2.9 

Gastric ca. (liver met.) 
NCI-NS7 

1.9 

Melanoma* M14 

0.7 

Gastric ca. kATO III 

0.7 

Melanoma* LOXIMVI 

0.0 

Colon ca. S W-948 

0.1 

Melanoma* SK-MEL-5 j29.9 

Colon ca. SW480 

45.4 

Squamous cell carcinoma 
SCC-4 

0.1 

Colon ca.* (SW480 met) 
SW620 

17.1 

Testis Pool 

10.7 

Colon ca. HT29 

0.5 

Prostate ca.* (bone met) 
PC-3 

2.9 i 

Colon ca.HCT-1 16 

5.3 

Prostate Pool 

18.4 

Colon ca. CaCo-2 

21.8 

Placenta _ _ 

0.4 

Colon cancer tissue 112.7 ! 

jUterus Pool 

10.4 

Colon ca. SW1116 

2.4 

Ovarian ca. OVCAR-3 

..... — — ■ J 

1-2 i 

Colon ca. Colo-205 

0.4 

Ovarian ca. SK-OV-3 1 1.7 

Colon ca. SW-48 

1.5 

Ovarian ca. OVCAR-4 

0.6 

Colon Pool 

31.4 

Ovarian ca. OVCAR-5 

2A 

Small Intestine Pool 

12.1 

(Ovarian ca. IGROV-1 

87.7 

Stomach Pool 

13.6 

Ovarian ca. O VCAR-S ( 1 0.6 

Bone Marrow Pool 

13 .2 t 

Ovary (4. 7 _ 

Fetal Heart 

24.1 

Breast ca. MCF-7 |o.4 

Heart Pool 

34.9 

Breast ca. MDA-MB-23 1 

0.4 

Lymph Node Pool 

26.4 

Breast ca. BT 549 

0.6 

Fetal Skeletal Muscle 

55.1 

Breast ca. T47D 

i 

5 1 

Skeletal Muscle Pool j82.4 

Breast ca. MDA-N 

1 

1 .0 'Spleen Pool 

3.3 

. Breast Pool 

18.2 (Thymus Pool 

10.2 

Trachea 

8.9 

CNS cancer (glio/astro) 
U87-MG 

14.9 

Lung 

3.7 

CNS cancer (glio/astro) 
U-11S-MG 

5.1 

Fetal Lung 

7.2 

CNS cancer (neuro;met) 
SIC-N-AS 

2.6 

Lung ca. NC1-N417 

2.3 

CNS cancer (astro) SF- 
539 

0.2 
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Lung ca. LX-1 

9.7 

CNS cancer (astro) SNB- 
75 

11.9 

Lungca.NCI-H146 

0.3 ; 

CNS cancer (glio) SNB- 
19 

100.0 

Lungca. SHP-77 

8.1 

CNS cancer (glio) SF-295 

14.6 

Lung ca. A549 

0.7 

Brain (Amygdala) Pool 

8.0 

Lungca.NCI-H526 

0.4 

Brain (cerebellum) 

11.5 

Lungca. NCI-H23 

6.4 

Brain (fetal) 

10.8 

Lungca.NCI-H460 

J 

„ „ (Brain (Hippocampus) j 

ipooi 

11.6 

Lung ca. HOP-62 

0.9 jcerebral Cortex Pool 

12.9 

Lungca. NLI-Hjiz 

2.2 

Brain (Substantia nigra) 
Pool 


Liver 

0.2 

Brain (Thalamus) Pool 

13.7 
7.7 

Fetal Liver 

0.6 (Brain (whole) 

Liver ca. HepG2 

0.3 

Spinal Cord Pool 

14.9 

Kidney Pool 

41.S 

Adrenal Gland 

7.9 

Fetal Kidney 

4.9 

Pituitary gland Pool 

1.3 

Renal ca. 786-0 

0.3 

Salivary Gland 

1.6 

Renal ca. A498 

0.4 

Thyroid (female) 

3.0 

Renal ca. ACHN 

2.1 

Pancreatic ca. CAPAN2 

1.5 

Renal ca. UO-31 

0.6 

Pancreas Pool 

16.0 

Table ARO. General screening panel vl.5 

Tissue Name 

Rel. Exp.(%) 
Ag6442, Run 
264979530 

Tissue Name 

Re!. Exp.(%) 
Ag6442, Run 
264979530 

Adipose 

3.2 

Renal ca. TK-10 

0.8 

Melanoma* 
Hs68S(A).T 

0.5 

Bladder 

2.1 

Melanoma* 
Hs688(B).T 

0.5 

Gastric ca. (liver 
met.)NCI-N87 

0.7 

Melanoma* M14 

0.7 

Gastric ca. 
KATO III 

0.2 

Melanoma* 
LOXIMVI 

0.0 

Colon ca. SW- 

948 

0.1 
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Melanoma* SK- 

MOEL-5 

8.9 

Colon ca. SW480 

17.7 

Squamous cell 
carcinoma SCC-4 

0.0 

Colon ca.* 
(SW480 met) SW620 

7.9 

Testis Pool 

3.5 

Colon ca. HT29 

0.5 

Prostate ca.* ( 
(bone met) PC-3 

0.1 

116 

2.4 

Prostate Pool 

J. I 

Pn Inn m PaPrv-9 

10.2 

Placenta 

0.4 

Colon cancer ' 

10.7 

Uterus Pool 

5.4 i 

Colon ca. 

o W 1 1 1 Q 

1.3 

Ovarian ca. 
OVCAK-J 

0.4 

Colon ca. Colo- 

?n<N 

0.0 

Ovarian ca. SK- 

(JV-3 

0.1 

Colon ca. SW-48 

0.7 

' " - TV 

Ovarian ca. 
OVCAR-4 

0.3 

Colon Pool 

6.3 

Ovarian ca. 
OVCAR-5 

0.8 

Small Intestine 

Pool 

5.2 

Ovarian ca. 
IGROV-l 

66.0 

Stomach Pool 

4.3 

Ovarian ca. 
OVCAR-8 _ 

i 

Bone Marrow 

"~ jPool 

3.3 

Ovary 

2.0 

Fetal Heart 

7.6 _ 

Ri-Aact ra K/fPF-7 

0.1 

Heart Pool 

13.3 

oieasx ca. ivilj/\- 

MB-231 

0.2 

Lymph Node 

Pool 

7.1 

Breast ca. BT 549 

0.4 

Fetal Skeletal 

Muscle 

16.5 

Breast ca. T47D 

0.0 

Skeletal Muscle 

Pool 

100.0 

Breast ca. MDA- 

N 

0.5 

Spleen Pool 

1.9 

Breast Pool 

7.4 

Thymus Pool 

5.5 

Trachea 

2.4 

J CNS cancer 
|(glio/astro) US7-MG 

7.4 
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Lung 

3.5 

CNS cancer 
(glio/astro)U-118-MG , 

2.6 

Fetal Lung 

q i CNS cancer 
J,S j(neuro;met) SK-N-AS 

1.2 

Lung ca. NCI- 

N417 

1.6 

CNS cancer 
(astro) SF-^39 

0.2 

Lung ca. LX-1 

1.4 

CNS cancer 
(astro) SNB-75 

6.7 

Lung ca. NCI- 

H146 

0.4 

CNS cancer 
(gho) SNB-19 

63.7 

Lung ca. SHP-77 

2.0 

CNS cancer 
(gho) SF-295 

4.0 

Lung ca. A549 

0.2 

Brain 
(Amygdala) Pool 

5.0 

Lung ca. NCI- 

0.6 

Brain 
(cerebellum) 

3.3 

Lung ca. NCI- 

H23 

2.0 

Brain (fetal) 

1.9 

— 1 — ■ 

Lung ca. nci- 

H460 

0.1 

Brain 
(Hippocampus) Pool 

5.7 

Lung ca. HOP-62 

0.6 

Cerebral Cortex 

Pool 

4.6 

Lung ca. NCI- 

H522 

1.1 

Brain (Substantia 
nigra) Pool 

5.1 

Liver 

0.2 

Brain (Thalamus) 

Pool 

3.7 

Fetal Liver 

0.2 

Brain (whole) 

3.2 

Liver ca. HepG2 

0.0 1 Spinal Cord Pool 

9.0 

Kidney Pool 

15.6 

Adrenal Gland 

j. i 

Fetal Kidney 

1.0 

Pituitary gland 

Pool 

0.7 

Renal ca. 786-0 

0.2 

Salivary Gland 

0.7 

Renal ca. A498 

0.2 

Thyroid (female) 

1.0 

Renal ca. ACHN 

0.2 

Pancreatic ca. 
CAPAN2 

0.5 

Renal ca. UO-31 

0.4 

Pancreas Pool 

8.8 
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Tissue 
Name 

Rel. 

Exp.(% 

) 

Ag6413 
,Run 
277249 
371 

Rel. 

Exp.(% 
) 

Ag6425 
, Run 
277221 
721 

Rel. 

Exp.(% 
) 

Ag6428 
, Run 
277222 
439 

Rel. ! 
Exp.(% 
) 

Ag6431 
, Run 
277633 
568 

Rel. j 

E.\p.(% 

) 

Ag6431 
, Run 
278389 
390 

Rel. 

Exp.(% 
) 

Ag6433' 
, Run 
277222 
449 

Rel. 

Exp.(% 

> 

Ag6435 
, Run 
277223 
167 

Rel. ] 
Exp.(% 

) 1 
Ag6440j 
,Run i 
277223 
177 

Rel. 

Exp.(% 
) 

Ag6446 
,Run 
277250 
179 

Rel. 

Exp.(% 
) 

Ag6964 
, Run 
278388 
946 

Adipose 

25.9 

2.6 

20.0 

17.4 

13.8 

19.5 

13.2 

3.7 

1.7 

18.8 

Melanom 
a* 

Hs688(A 
).T 

0.5 

0.0 

2.0 

0.8 

0.9 

0.3 

0.9 

0.0 

0.1 

0.7 

Melanom 

a* 

Hs688(B 

2.7 

0.2 

4.1 

2.5 

2.2 

2.5 ! 

1.9 

O.S 

0.1 

2.4 

(Melanom 
ja* M14 

0.3 

0.0 

0.7 

0.4 

0.4 

0.5 

0.0 

0.0 

0.1 
0.1 

0.7 
0.1 

15.9 

Melanom 
a* 

LOXIM ' 
VI 

0.0 

0.0 

0.1 

0.0 

0.0 

..... 

0.1 

■ 

0.0 

0.0 

Melanom 
a* SK- 
MEL-5 

15.2 

2.2 

30.4 

18.2 :14.6 

i 

,,, 


3.0 

6.8 

Squamou 
s cell 
carcinom 
a SCC-4 

0.0 

0.0 

0.1 

0.1 

i 

0.2 

0.1 

0.0 

0.0 

0.0 

0.1 

Testis 
Pool 

5.2 

i 

i3.5 
I 

8.8 

10.4 

9.0 

10.4 

1 A A 

10.0 


D.o 

o o 
y.y 

Prostate 
ca.* 
(bone 
met) PC- 
3 

1.9 

0.5 

2.5 

1.9 

i 
I 

1.8 

1.5 

1.8 

1.2 

7.7 

4.3 

Prostate 
Pool 

8.1 

1.0 

11.5 

11.3 

12.1 
0.1 

15.0 
0.5 

10.0 
0.3 

2.1 
0.0 

1.9 
0.9 

10.0 

Placenta 

0.5 

0.0 

0.7 

0.1 

0.4 

Uterus 
Pool 

2.2 

1.5 

4.5 

4.6 

4.5 

4.7 

16.2 

2.3 

0.3 

4.1 
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Ovarian 
ca. 

OVCAR- 
3 

3.9 

0.3 j 

! 

1.1 

0.7 

1.1 

0.9 

0.4 

i 
| 

0.4 j 

J 

! 

4.8 

4.0 
1.7 

Ovarian 
ca. SK- 
OV-3 

0.8 

0.2 

1.7 

0.8 

"'" "" | 

i 

0.9 

i 

1.2 

0.9 

i 

i 

0.5 | 

2.5 

Ovarian 
ca. 

OVCAR- 
4 


o n 

\ 

D 0 

0 4 

V/.*T 

0.8 

0.3 

0.0 

0.0 

0.5 

0.5 

Ovarian 
ca. 

OVCAR- 
5 

1 & 
1 .Q 

i 3 


1 3 

1.7 

2.1 

0.3 

4.2 

15.6 

7.9 

Ovarian 
ca. 

IGROV- 
1 | 

100.0 , 

100.0 

77.9 

i 

84.7 

97.9 ' 

100.0 i 

27.0 

100.0 

5.4 

75.8 

Ovarian 
ca. \ 
OVCAR- 
8 

13.6 

21.9 

14.0 

15.6 

14.6 

_ 

17.1 

7.6 

18.2 

4.2 

16.7 
2.4 

Ovary 

2.7 

0.3 

.5.2 

3.1 |2.3 , ; 4.l 

4.5 

0.8 

0.2 

Breast 
ca. MCF- 
7 

0.3 

0.0 

0.3 

0.1 |o.2 b.l 

.! | 

0.0 

0.3 

0.9 

0.5 

Breast 
ca. 

MDA- 
MB-231 

0.1 

0.0 

i 

0.4 

0.2 

0.2 

1 

I 

10.1 

0.0 

0.0 

0.2 

i 

0.3 

Breast 
ca. BT 

0.5 

0.0 

- 

0.5 

0.1 

0.5 

0.6 

0.0 

0.0 

0.2 

0.4 

Breast 
ca. T47D 

— — — 
0.0 

0.0 

...» — 

0.5 

0.2 

0.3 

0.4 

0.0 

0.3 

A "7 

0.7 

0.5 

Breast 
ca. 

MDA-N 

0.6 

0.0 

0.7 

0.6 

0.6 

1.0 

0.7 

0.3 

0.0 

0.8 

Breast 
Pool 

15.0 

4.1 

21.8 

14.6 

; 

10.7 

15.5 

42.9 

3.5 

2.0 

16.7 

Trachea 

4.5 

0.7 

8.4 

4.8 

4.2 

4.6 

8.3 

1.4 

0.5 

5.6 

Lung 

2.8 

0.7 

2.3 

4,2 


5.2 

3.9 

5.3 

0.5 

5.1 
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Fetal 

3.9 

0.3 

a i 

9.1 

5.0 

A Q 

4.0 

i 

t 

2.6 ! 

J 

j ; 

5.1 |8.0 \ 

i 

1 

U.D 

o. 1 

Lung ca. 
NCI- 
N417 1 

2.0 ] 

J 

0.9 

1 

3.5 

-» <-> 

2.3 ;o.2 

\ 

2.0 

0.4 

2.3 

Lungca. 
LX-1 

........ 

,5 | 

2.7 

6.5 

5.0 

3.5 

4.1 |0.9 

6.3 

100.0 

44.1 

Lung ca. 

NCI- 

H146 

I 

0.1 

0.0 

0.3 

0.1 

0.2 

0.3 

0.0 

0.0 

0.1 

0.1 

Lung ca. 
SHP-77 

4.0 

0.4 

6.8 : 

5.3 

4.5 

6.1 

0.2 

0.8 

0.1 

3.8 

Lungca. 
A549 

0.3 ' 

2.6 

n A 

0.9 

0.0 

A A 

0.7 

0.0 

Z.Z 

J4.J 


Lung ca. 

NCI- 

H526 

0.2 

0.0 

0.9 

0.6 

0.3 

0.6 \ 

\ 

0.0 

0.3 

0.0 

0.5 

Lungca. 
NCI-H23 

2.9 

1.0 

4.6 

4.8 

3.2 

3.3 

0.6 

z.J 


1 A, 1 
IU.J 

Lung ca. 
NCI- 

rl40U 

0.0 

0.0 

■ 

0.2 

0.1 

0.3 

a n 
u.u 

i 

! 

\j.\J 

o.o 

0.1 

0.3 

jLung ca. 

0.5 

0.0 

0.5 

1.0 

0.6 

.0.6 

3 

0.0 

0.0 

0.2 

0.7 

Lung ca. 

MPT 

H522 

1 7 

\J.O 

Z.J 

i 7 

1 . / 

1 % 

1.4 

0.0 

2.5 

27.7 

8.9 

T ivpt* 

0 1 

0 0 

0 0 

0.0 

0.0 

0.1 

0.0 

0.4 

5.3 

2.0 

Fetal 

T ivpr 
J— '1 VCI 

0.3 

0.3 

1.1 

0.6 

0.5 

0.2 

0.3 

0.8 

23.0 

8.2 

Liver ca. 
HepG2 

0.1 

0.3 

0.2 

0.0 

0.2 

! 

0.3 

0.0 

0.9 

7.3 

2.4 

Kidney 
Pool 

27.9 

0.0 

47.0 

33.9 

2S.1 

1 

28.3 

100.0 

14.6 

5.3 

32.8 

Fetal 
Kidney 

1.4 

0.0 

4.9 

4.1 

4.0 

4.1 

12.1 

3.4 

20.2 

11.5 

Renal ca. 
786-0 

0.2 

0.0 

0.2 

0.3 

0.1 

0.5 

1 

0.0 

0.0 

1.7 

0.9 

Renal ca. 
A498 

0.0 

h.s 
i 

0.2 

0.0 

0.3 

0.0 

0.0 

3.8 

23.0 

8.5 
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r i 

Renal ca. 
ACH1M 

1.5 

0.5 

2.5 

1.7 

1.5 12.1 

! 

! 

0.0 

0.5 

3.8 

2.5 

Renal ca. 
UO-31 

0.3 

0.0 

0.5 

0.2 

! 

0.2 jo.4 

0.0 

0.0 

0.7 

0.3 

Renal ca. 
TK-10 

„ j 

0.4 

3.1 

2.0 

j 

1.9 

2.9 

J 

0.7 

0.5 

6.4 

4.6 

Bladder ^4.2 | 

0.0 

5.9 

5.5 

5.1 

4.2 ;6.6 

0.9 

3.2 

6.7 

Gastric 
ca. (liver 
met.) 
NCI-N87 

0.9 

* 

0.0 

1.7 

i 

0.9 

L Xi. ^ 

1.2 

1.3 

0.0 

0.8 

17.8 

6.7 

Gastric 
ca. 

KATO 
III 

0.4 

0.5 

0.8 

0.2 

* •* -n 

0.3 

0.2 

0.3 

0.4 

1.3 

0.9 

Colon ca.L n 
SW-948 r° 

1.5 

0.2 

0.2 

0.2 

o.o !o.o 

j 

2.2 

6.1 

1.2 

Colon ca. 
SW480 ; 

20.9 

5.2 

41.8 

27.0 

23.3 

26.8 

4.4 

6.3 

39.0 

33.7 

1 

Colon 
ca.* 

(SW480 

met) 

SW620 

13.3 

4.8 

16.4 

12.8 

10.3 

,3.0 

1.7 

7.2 

71.2 

25.0 

Colon ca. 
HT29 

0.2 

0.0 

0.0 

0.2 

0.2 

0.1 

0.0 

0.3 

3.5 

0.3 

Colon ca. 
HCT-116 

2.1 

0.2 

3.2 

2.5 

2.0 

2.3 

0.5 

0.6 

6.4 

4.3 
38.2 

Colon ca. 
CaCo-2 

15.0 

3.6 

27.0 

19.1 

16.7 

16.5 

7.6 

6.5 

78.5 

Colon 
cancer 
tissue 

9.0 

3.3 

11.0 

11.9 

7.6 

10.0 

i 

5.6 

4.4 

21.9 

20.4 

Colon ca. 
SWIM 6 

Colon ca. 
Colo-205 

1.3 

3.0 

2.5 

2.0 

1.5 


1.1 

2.1 

19.5 

6.0 
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0.9 

1.3 

2.3 

0.0 
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0.3 
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2.5 
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0.0 
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0.0 
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0.0 

0.0 

Primary Trl 
rest 

0.3 

0.0 
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0.0 

2ry 

Thl/Th2/Tr 
I anti- 
CD95 
CHH 

LAK cells 
rest 

0.3 

0.2 

— ■ — . — 
0.0 

0.0 
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0.0 

0.0 

LAK cells 
IL-2+IL-I8 

LAK cells 
PMA/iono 
mycin 
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0.0 

Dendritic 
cells none 

5.6 

3.1 

13.8 


5.3 

4.2 

0.7 

100.O 
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0.0 
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0.0 
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0.0 
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1 
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0.0 
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0.0 
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0.0 
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0.0 
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0.0 
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0.0 
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0.0 

0.0 

0.0 
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0.0 

0.0 
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0.0 
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0.0 
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0.0 
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airway 
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0.0 

0.0 
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0.0 
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j 
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1 

0.0 
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0.0 

0.0 
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0.0 
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0.3 

Coronery 
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i 
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0.0 
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0.0 

0.0 
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i 
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0.6 
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0.0 
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j — *- ■ 
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0.0 j 
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2.0 
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i 
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11.9 

I 
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» 

1.3 

4.3 

Lung 
fibroblast 
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1 
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1.0 
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Dermal 
fibroblast 
CCD1070 
rest 
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! 

0.0 
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0.8 
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0.0 

1.6 

Dermal 
fibroblast 
IFN gamma 

9.3 

20.3 

8.5 

30.6 

20.2 

13.6 

20.0 
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Dermal 
fibroblast 

f r a 

10.7 

14.6 

| 

3 

4.1 

30.8 

19.8 

13.9 

22.7 

1.4 

13.5 

Dermal 

Fibroblasts 

rest 



24.8 

: 

42.3 

i 

8.0 ; 

54.3 i 

46.7 

19.8 

20.7 

1.6 

. J 

15.8 

Neutrophils 
TNFa+LPS 

0.7 

0.0 

.... — 
0.0 

0.9 

0.4 

0.0 

1.2 

0.0 

1 i 

0.0 

Neutrophils 
rest 

0.1 

0.0 

0.0 

0.0 

0.3 

0.0 

o.o 

I 

;o.o 

0.0 

Colon 

7.9 

4.7 

4.0 

4.6 

9.5 

7.0 |7.9 

I,:; ! 

4.8 

Lung 

2.2 

1.2 

0.0 

2.8 

4.6 

1.3 

1.6 

fc.8 

0.0 

Thymus 
Kidney 

3.1 

0.8 

0.0 

0.0 

0.4 

0.0 

2.0 

!o.o 

0.0 


4.4 ',4.9 


9.7 

5.3 

10.2 

50.0 ' 

0.6 

i ■ - 



! 




i 



Table ARR . general oncology screening panel_v_2.4 


Tissue Name 

i , 

Colon cancer 1 

Rel. Exp.(%) 
Ag4983, Run 
260281959 

Rel. Exp.(%) 
Ag6442, Run 
264979180 

JRel. Exp.(%) 
Tissue Name |Ag4983, Run 
|260281959 

Rel. Exp.(%) 
Ag6442, Run 
264979180 

1.4 

12.1 

22.7 

Bladder NAT 2 jl.7 

Colon NAT I 

100.0 

100.0 

Bladder NAT 3 ]0.2 

4.8 

Colon cancer 2 

6.5 

0.0 

Bladder NAT 4 |.27.0 

66.0 

Colon NAT 2 

8.0 

15.1 

Prostate 

adenocarcinoma I 

9.2 

» 

7.5 
S.O 

Colon cancer 3 

7.4 

2.8 

Prostate 

adenocarcinoma 2 

Colon NAT 3 

39.8 

40.1 

Prostate 

adenocarcinomas 

14.3 

9.0 

Colon malignant 
cancer 4 

15.0 

9.5 

Prostate 

adenocarcinoma 4 

16.4 

9.1 

Colon NAT 4 

3.5 j0.9 

Prostate NAT 5 jl 6.8 

9.9 

Lung cancer 1 

1.4 j6.6 

„.„ — — . — 

Prostate L 9 
adenocarcinoma 61 

7.7 

Lung NAT 1 

0.6 

0.0 

Prostate 

adenocarcinoma 7 

9.2 

17.3 

Lung cancer 2 

26.6 

15.9 

Prostate 

adenocarcinoma 8 

3.0 

0.0 
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Lung NAT 2 

2.7 

0.0 | 

i 

Prostate | 07 Q 
adenocarcinoma 9j 

33.9 

Squamous cell 
carcinoma 3 

5.6 

8.3 j 

_j 

1 

Prostate NAT 10 

3.8 

4.9 

, — 

Lung NAT 3 

0.8 

o.o j 

1 

Kidney cancer 1 ! 

— — - i 

24.0 

16.5 

Metastatic 
melanoma 1 

27.2 

49.0 \ 

Kidney NAT 1 

15.6 

7.2 

Melanoma 2 

2.5 

1 

Kidney cancer 2 

91.4 

r ..« . — i — i...., 

73.7 

Melanoma 3 


i 

13.8 * 

Kidney NAT 2 

22.1 


Metastatic ^ 
melanoma 4 j 

\ 

24.0 jKidney cancer 3 

27.0 

21.3 

T 

Metastatic ^ 
melanoma 5 J 

! 

31.4 

Kidney NAT 3 

9.3 

11.4 

Bladder cancer 1 


2.1 

Kidney cancer 4 

20.0 

25.7 

Bladder NAT 1 

|o.o 

0.0 

Kidney NAT 4 

8.2 

14.9 

Bladder cancer 2 

8.7 

19.3 




CNS_neurodegeneration_vl.O 
Summary: Ag4983/Ag64 1 3/Ag6428/Ag643 1/Ag6435/Ag6440/Ag6442/Ag6446/ Ag6447 
This panel confirms the expression of this gene at low levels in the brains of an independent 
group of individuals. However, no differential expression of this gene was detected between 


5 Alzheimer's diseased postmortem brains and those of non-demented controls in this 
experiment. See Panel 1 .4 for a discussion of this gene in treatment of central nervous 
system disorders. 

General_screening_panel_vl.4 Summary: Ag4983 Highest expression of this 
gene is detected in a brain cancer SNB-19 cell line (CT=28). Moderate to low levels of 

10 expression of this gene is also seen in a number of cancer cell lines derived from gastric, 
colon, lung, renal, breast, ovarian, prostate, melanoma and brain cancers. Thus, expression 
of this gene could be used as a marker to detect the presence of these cancers. Furthermore, 
therapeutic modulation of the expression or function of this gene may be effective in the 
treatment of pancreatic, gastric, colon, lung, liver, renal, breast, ovarian, prostate, squamous 

15 cell carcinoma, melanoma and brain cancers. 

Among tissues with metabolic or endocrine function, this gene is expressed at 
moderate levels in pancreas, adipose, adrenal gland, thyroid, pituitary gland, skeletal 
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muscle, heart and the gastrointestinal tract. Therefore, therapeutic modulation of the activity 
of this gene may prove useful in the treatment of endocrine/metabolically related diseases, 
such as obesity and diabetes. 

In addition, this gene is expressed at moderate levels in all regions of the central 
5 nervous system examined, including amygdala, hippocampus, substantia nigra, thalamus, 
cerebellum, cerebral cortex, and spinal cord. Therefore, therapeutic modulation of this gene 
product may be useful in the treatment of central nervous system disorders such as 
Alzheimer's disease, Parkinson's disease, epilepsy, multiple sclerosis, schizophrenia and 
depression. 

10 Generalscreeningjpaneljvl.S Summary: Ag6442 Highest expression of this 

gene is seen in skeletal muscle (CT=28). Expression of this gene is higher in adult (CT=28) 
as compared to the fetal skeletal muscle (CT=3 1). Therefore, expression of this gene may be 
used to distinguish fetal from adult skeletal muscle. 

In addition moderate to low levels of expression of this gene is also seen in all the 
15 regions of central nervous system, in tissues with metabolic/endocrine functions and in a 
number of cancer cell lines derived from melanoma, brain, colon, lung, and ovarian cancers. 
This expression pattern is consistent with the expression seen in panel 1 .4. See panel 1.4 for 
further discussion on the utility of these genes. 

General_screeningjpanel_vl.6 

20 Summary: Ag6413/Ag6425/Ag6428/Ag6430/Ag643I/Ag6440/Ag6442/ Ag6446/Ag6964 
Eight experiments with seven different probe and primer sets are in very good agreement. 
Highest expression of this gene is detected in kidney, ovarian cancer IGROV-1 cell line, 
lung cancer LX-1 cell line and brain cancer SNB-19 cell lines (CTs=25-33.7). In addition, 
consistent with expression seen in panel 1 .4, moderate to low levels of expression of this 

25 gene is also seen in all the regions of central nervous system, tissues with 

metabolic/endocrine functions, and number of cancer cell lines. See panel 1 .4 for further 
discussion of this gene. 

Panel 4.1D 

Summary: Ag4983/Ag6413/Ag6428/Ag6430/Ag6431/Ag6433/Ag6439/Ag6442 Highest 
30 expression of this gene is detected in both resting and cytokine activated astrocytes 

(CTs=22-33.5). Therefore, therapeutic modulation of this gene or the design of therapeutics 
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10 


u • , an t in the treatment of multiple sclerosis or other 
withthe encoded protein could be .mponantm the tr 

inflammatory diseases of the CNS. ^ ^ ^ 

a „d cytokine Mated tag and f,b ' ob " S,S ; p!odu c with a 

LO,, , e ,e,s of express,™ of to g=ne , ^ ^ ,„ „ ver 

dtrh0SiS „„,„«! v 2.4 Summ,,,: Ag4W/Ag«442 Two 

expeto.otswitooiffe.en. ptobo and pr m. s ^ ^ ^ .„ 

ronM , oo,o„ is higho, ft- . - ^ fcseM0 sam p,es. 

^ooofto^^boosedtod,^. ^^denved 

-^^- t t^Jr:-^--*-"• M,, 

from cota, tag, biaddep prostata ta ^ponding 

20 ,e„e seems to bo higher in kidnoy and .nog ^ „ 

cancers. 

AS . CG56054-12. M* '-' ik ' Pr< " e "" , A _ 

. COS6054-iOwas^ss=dnsing.hapto=,p.oo,set S Ai49 8 3, 

ExpressiooofsenoCG56054 1- Ag64 13 and Ag6964, 

A g 644 2 ,A g 6 4 24^^^ 
bribed 

of the RTQ-PCR runs are shown ,n Tables ASK, 
30 Tabled. P^e Name Ag4983 
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Primers 

i 

Sequences ILength 

Start 
Position 

SEQ ID No 

Forward 

5 ' ' ;22 

ccaggtcaccttctacctcatc-3 1 j 

2435 

570 

Probe 

i 

TET-5' - 

cttagcacctccgggatcagcatt- |24 
3 ' -TAMRA | 

2457 

571 

Reverse 

5 • - ! 2 2 
aacagcagctctacctccagtt-3 ■ ! 

i2491 

572 

Table ASB. Probe Name Ag6442 

Primers 

1 

Sequences 

Length 

Start Position (SEQ ID No 

Forward 

5 1 - 

gatgtggacagtagggatagga-3 •_ 

•*— - *• ■ ■ — ..^ 

22 

2874 

573 

Probe 

TET-5 1 - 

ccacctgagcagcaggagcct-3 • - 
TAMRA 

21 

2913 

574 

Reverse 

5 1 -gcgcagtccagggtg-3 ! 

1L i 

2999 

575^ 


Table ASC . Probe Name Ag6424 


j - - - | r— 

Primers {Sequences jLength (Start Position jSEQ ID No 

Forward 
Probe 

5 ' -ttgggttctgccagca-3 ' 
TET-5 1 - 

cacagctgccgccttctccc-3 ' - 
TAMRA 

16 

20 

741..., 

761 

576 

577 

Reverse 

5 1 -aaaagcaaccccttccaa-3 1 

18 

824 

578 


Table ASP . Probe Name Ag6425 


Primers 

Sequences 

Length 

Start Position 

SEQ ID No 

Forward 

5 • -cggatgcacaccccat-3 ' 

16 ^ _ 

3389 

579 

Probe 

TET-5' - 

catcccgagctgggcccc-3 1 - 
TAMRA 

18 

3421 

580 

Reverse 

5* -gccctggatgcccat-3 » 

15 

3440 

581 


5 Table ASE . Probe Name Ag6428 


Primers 

Sequences 

Length 

Start Position 

SEQ ID No 

Forward 

5 ' -cttcatctaccatgggagca- 
3' 

20 

1394 

582 
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TET-5' - 

Probe jccttcacaggtgctggagggc- 
|3 ' -TAMRA 

21 

1434 

583 

Reverse 

5 1 -agggagtagccgaagctct- 
3 ' 

19 

1471 

584 


Table ASF . Probe Name Ag6430 


Primers 

Sequences 

Length 

jstart ; 
jPosition 

SEQ ID No 

Forward 

5 ' -gtgaccaacattgatagctcaga- 
3' 

23 

j843 

5S5 

l 

Probe 

TET-5' - 

ccccgaccagctggtgtataaaactttg 
-3 ' -TAMRA 

28 

Js66 

586 

Reverse 

5 ' -gggagccggtcagca-3 ' 

15 

j899 

587 


Table ASG . Probe Name Ag6431 


Primers 

Sequences 

Len th Start 
* {Position 

SEQ ID No 

t 

Forward j5 1 -aaacatcaccctggactgc-3 ' 

19 j2993 

588 

Probe 

TET-5' - 

tggtgttcagctgcccactctacag- 
3 ' -TAMRA 

25 

3034 

589 

Reverse 

5 1 -ccgcgcggtcaaa-3 1 

13 _ _ 

3060 _ _ _ ;590 


Table ASH . Probe Name Ag6439 


Primers 

Sequences 

Length 

Start Position 

SEQ ID No 

Forward 

5 ' -ctgtggtggcagaaggagt- 

3 \ 

19 

3250 

591 

Probe 

TET- 5 » - 

ccctggtgggtcatcctcctg- 
3 1 -TAMRA 

21 

3270 

592 

Reverse 

5 ' - 

gaagaatcccatcttccacag-3 1 

21 

3336 

593 

Table ASI. Probe Name As6413 

Primers 

Sequences 

Length 

Start Position 

SEQ ID No 

Forward 

5' - 

ggtgaagacaagatctgccag-3 ' 

21 

2073 

594 
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Probe 

TET-5 ' - 

tgtacccgggtcagcgacacg- 
3 ' -TAMRA 

21 

2124 

595 

Reverse 

5 ' -gctgttgttccatccacatc- 
3' 

20 

2166 

596 


Table ASJ . Probe Name Ag6964 


" "" — •"' '" 

Primers ^Sequences 

Length 

Start Position 

SEQ ID No 

Forward 

5 ■ -ggccccagacatgca-3 ' 

15 

3079 

597 

Probe x 

TET-5 1 - 

actctacagctttgaccgcgcgg- 
3 " -TAMRA 

23 

3050 

598 

Reverse 

5 • -gccaactgtgtggtgttca-3 1 

]9 

,3024 

599 _ 


Table ASK , CNS_neurodegeneration_vl.O 


Tissue 
Name 

Rel. jRel. | 
Exp.(%) Exp.(%) 
Ag4983, |Ag6413, 
Run ]Run 
218649223 ]269253983 

Rel. iRel. 
Exp.(%) |Exp.(%) 
Ag6428, |Ag6430, 
Run ;Run 
266937081 <266937085j 

Rel. 

Exp.(%) 
Ag6431, 
Run 

268030722 

Rel. 

Exp.(%) 
Ag6439, 
Run 

269254002 

Rel. 

Ag6442, 
Run 

264979298 

AD 1 Hippo 

23.7 }24.8 jl8.0 bo.O H8.8 

21.6 

19.2 

AD 2 Hippo 

41.2 |52.9 j32.3 j48.0 

28.7 

28.9 

49.7 

AD 3 Hippo 

8.9 |6.4 |3.7 jl 1,6 

7.5 j6.1 

20.4 

AD 4 Hippo 

14.8 J25.5 110.7 

1 

17.1 

i 

18.8 ]l7.6 

5.6 

jAD 5 Hippo 

44.8 (41.8 

53-2 

39.2 

38.4 

42.6 

57.4 

AD 6 Hippo 

100.0 jioo.o 

100.0 

100.0 1 

— 

100.0 

■ '' 

100.0 

90.1 

Control 2 
Hippo 

24.3 

36.1 

18.7 

17.9 

29.5 

32.5 

28.5 

Control 4 
Hippo 

42.9 

43.8 

27.0 

38.4 

32.3 

37.9 

86.5 

Control 
(Path) 3 
Hippo 

14.2 | 

11.4 

4.6 

10.2 

6.0 

6.4 

0.0 

ADl 

Temporal 

Ctx 

, ... 

23.3 

. .... 

15.9 

12.9 

12.1 
36.6 

17.1 

24.5 

16.8 

AD 2 

Temporal 

Ctx 

41.5 

47.3 

31.0 

39.8 

27.5 

21.6 


636 


WO 2003/023008 


PCT/US2002/028596 


AD 3 

jTemporal 

Ctx 

9.5 

9.8 

1 
! 

1 

6.0 jll.7 

11.3 

9.0 | 

5.7 

AD4 

Temporal 

Ctx 

30.6 

39.0 

20.2 

15.6 ! 

25.3 

30.4 

8.7 

AD 5 Inf 
Temporal 
Ctx 

45.4 

37.1 

39.2 

43.8 

! 

36.3 

41.8 

73.7 

AD 5 Sup 
Temporal 
Ctx 

AD 6 Inf 
Temporal 
Ctx 

51.1 

39.0 

42.0 

56.6 

32.3 

38.7 

55.9 

38.2 

■ 

59.9 

49.3 

40.9 

46.7 

47.6 

76.S 

AD 6 Sup 
Temporal 
jCtx 

43.8 

48.6 

48.3 

44.1 

50.3 

50.3 

59.9 

fcoiitrol 1 
jTemporal 
,Ctx _ 

12.2 

23.0 

12.9 

i 

11.9 jl5.6 

24.0 

46.7 

Control 2 
Temporal 
Ctx ^ 

14.2 

32.5 

18.2 

16.7 

17.4 

14.9 

50.0 

Control 3 
Temporal 
Ctx 

15.1 

15.3 

9.6 

13.0 

14.5 

16.5 

9.5 

Control 3 
Temporal 
Ctx_ 

Control 
(Path) 1 
Temporal 
Ctx 

23.7 

25.0 

15.2 

18.9 

13.1 

23.8 

13.6 

26.1 

47.0 

27.0 

32.5 

30.6 

i 

39.8 

46.0 
— 

Control 
(Path) 2 
Temporal 
Ctx 

24.5 

25.9 

16.0 

19.5 

20.4 

i 
1 

24.8 

0.0 

Control 
(Path) 3 
Temporal 
Ctx 

11.7 

16.0 

7.5 

12.9 

10.9 

11.9 

31.0 
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Control 
(Path) 4 
Temporal 
Ctx 

21.9 

; 

27.4 

17.1 

1 

< 

1 C\ Q 

ly.o 

TOO 

18.2 

21.6 


AD 1 

Occipital Ctx 

16.0 

11.9 

10.2 

16.2 

11.5 

16.0 

6.3 

AD 2 

Occipital Ctx 
{Missing; 

i 

0.0 

0.0 

0.0 

0.0 

0.0 

0.0 

0.0 

AD 3 

LJCcrpitai crx 

10.7 

6.0 

6.4 

11.7 | 

8.8 

10.2 

4.9 

AD 4 
AD 5 

18.9 
24.8 

23.7 

13.0 

12.6 

17.9 

18.6 

11.1 

28.3 ; 

25.3 

16.7 

22.5 

22.7 

42.3 
14.8 

AD 6 

vjccipnai v^xx 

20.6 

31.9 

20.2 

17.8 

17.0 

22.1 

Control 1 
Occipital Ctx 

9.5 

14.4 
; 42.6 

6.0 

11.3 

8.7 

7.2 

8.8 

Control 2 
Occipital Ctx 

31.9 

26.4 

24.8 L3.2 
1 

29.3 

82.4 

Control 3 
Occipital Ctx 

18.8 

. 

13.0 

10.7 

16.4 jl7.1 

! 

19.2 |8.S 

Control 4 
Occipital Ctx 

1S.2 

117.0 

| 

12.0 

12.1 |l2.6 

T 

13.6 J24.0 
1 

Control 
(Path) 1 
Occipital Ctx 

38.2 

i 
| 

\52.5 

35.6 

i 

32.8 136.1 

i 

.3 

39.5 

100.0 

Control 
(Path) 2 
Occipital Ctx 

9.6 

14.1 

6.7 

9.6 

7.9 

7.0 

9.3 

Control 
(Path) 3 
Occipital Ctx 

Control 
(Path) 4 
Occipital Ctx 

* 

4.8 j8.7 

1 

— . 

5.4 

1 

I 

:S.4 
1 

6.0 

5.9 

4.1 

J 

16.2 Il3.2 

t 

! 

13.2 

15.9 

10.2 

11.4 

32.8 

Control 1 
Parietal Ctx 

14.4 §2 1.9 

8.8 

15.2 
39.5 

16.3 

15.7 

9.2 

Control 2 
Parietal Ctx 

i 

32.8 |28.9 

34.4 

28.3 

37.1 

28.1 


638 


WO 2003/023008 


PCT/US2002/028596 


Control 3 
Parietal Ctx ^ 

20.6 

19.8 

11.5 

14.5 

8.7 

10.8 

9.1 

Control 
(Path) I 
Parietal Ctx 

Icontrol 
(Path) 2 
Parietal Ctx 

35.4 

62.4 

34.2 

33.4 

39.2 

37.9 

69.3 

22.1 

23.8 

19.6 \ 

20.0 

22.5 

18.7 

37.6 

i.i — ». 

Control 
(Path) 3 
Parietal Ctx 

11.2 

15.4 

3.9 

15.0 

7.1 

12.0 

10.4 

Control 
(Path) 4 
Parietal Ctx_ 

31.2 

34.2 

24.8 

28.3 

i 

8.8 

27.9 

27.5 


Table ASL . General_screening_panel_vl.4 


Rel. Exp.(%) j 
Tissue Name jAg4983, Run 

;218328386 j 

Tissue Name j 

Rel. Exp.(%) 
Ag4983 5 Run 
218328386 

Adipose ]25.3 

Renal ca. TK-10 

3.0 

1 1 I 

jMeianoma* Hs688(A).T il.O {Bladder 

7.0 

Melanoma* Hs688(B).T 

Gastric ca. (liver met.) 
JNCI-NS7 

1.9 

Melanoma* Ml 4 

0.7 

Gastric ca. KA TO III jo.7 

Melanoma* LOXIMVI 

0.0 

Colon ca. SW-948 

0.1 

Melanoma* SK-MEL-5 

29.9 

Colon ca. SW480 

45.4 ________ 

Squamous ceil carcinoma 
SCC-4 

0.1 

Colon ca.* (SW480 met) • 
SW620 

17.1 

Testis Pool 

10.7 

Colon ca. HT29 

0.5 

Prostate ca.* (bone met) 
PC-3 

2.9 

Colon ca. HCT-116 

5.3 

Prostate Pool 

18.4 

Colon ca. CaCo-2 

21.S 

Placenta 

0.4 

Colon cancer tissue 

12.7 

Uterus Pool 

10.4 

Colon ca. SW1116 

2.4 

Ovarian ca. OVCAR-3 

1.2 

Colon ca. Colo-205 

i 

0.4 

Ovarian ca. SK-OV-3 

1.7 

Colon ca. SW-48 

1.5 

Ovarian ca. OVCAR-4 

0.6 

Colon Pool 

31.4 
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Ovarian ca. OVCAR-5 

« ! 
2.1 jSmal! Intestine Pool [12.1 

1 

(Ovarian ca. IGROV-1 

87.7 

Stomach Pool jl3.6 

Ovarian ca. OVCAR-S 

10.6 

Bone Marrow Pool 

13.2 

Ovary 

4.7 

Fetal Heart 

24.1 

Breast ca. MCF-7 

0.4 

Heart Pool 

34.9 

Breast ca. MDA-MB-231 

0.4 

Lymph Node Pool _j 

26.4 

Breast ca. BT549 
Breast ca. T47D 

0.6 jFetal Skeletal Muscle 

55.-L 
82.4 

5.1 jskeletal Muscle Pool 

Breast ca. MDA-N 

1.0 

Spleen Pool 

3.3 

Breast Pool 

18.2 

Thymus Pool 

10.2 

Trachea 

8.9 

CNS cancer (glio/astro) : 

U87-MG 

■ 

i4.y 

Lung 

— — — — .... 
3.7 

CNS cancer (glio/astro) 
U-118-MG 

5.1 

' — - - — 

Fetal Lung 

7.2 

CNS cancer (neuro;met) 
SK-N-AS 

2.6 

ILungca. NCI-N417 

2.3 

CNS cancer (astro) SF- 
539 

0.2 

Lung ca. LX-1 

9.7 

CNS cancer (astro) SNB- 
75 

11.9 

Lungca. NCI-H146 

0.3 

CNS cancer (glio) SNB- 
19 

100.0 

Lung ca. SHP-77 

8. 1 (CNS cancer (glio) SF-295 

14.6 

Lung ca. A549 

0.7 

; 

Brain (Amygdala) Pool 

8.0 

Lung ca. fNCl-Hjio 

0.4 

Brain (cerebellum) 

1 1 S 

Lung ca. lNUl-rlz.} 

6.4 

Brain (fetal) 

10.8 

Lung ca. NCI-H460 

1 

0 (Brain (Hippocampus) 
jPool 

11.6 

Lung ca. HOP : 62 

0.9 jcerebral Cortex Pool 

12.9 

Lung ca. NCI-H522 

0 Brain (Substantia nigra) 
~' Z (Pool 

15.9 

Liver 

0.2 

Brain (Thalamus) Pool 

13.7 

Fetal Liver 

0.6 

Brain (whole) 

7.7 

Liver ca. HepG2 

0.3 

Spinal Cord Pool 

14.9 
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Kidney Pool 

41.8 | 

Adrenal Gland 

7.9 

Fetal Kidney 

4.9 

Pituitary gland Pool 

1.3 

Renal ca. 786-0 

03 

Salivary Gland 

1.6 

Renal ca. A49S 

0.4 

Thyroid (female) 

3.0 

Renal ca. ACHN 

2.1 

Pancreatic ca. CAPAN2 

1.5 

Renal ca. UO-31 

0.6 

Pancreas Pool 

16.0 


Table ASM . General_screening_panel_v1 .5 


j 

Tissue Name j 

Rel. Exp.(%) 
Ag6442, Run 

Tissue Name 

Rel. Exp.(%) 
Ag6442, Run 
264979530 

/\Gipose i 


Renal ca TK-10 

0.8 

IVlclanoiIld. OoOOO^rV^. J 


Bladder 

2.1 

Melanoma* Hs688(B).T 

0.5 

Ga^trtr ra Hiver met ^ 
NCI-NS7 

0.7 

Melanoma* M 14 ^ 

0.7 

Gastric ca. KATO III \ 

0.2 

Melanoma* LOXIMV1 

0.0 

Colon ca. SW-94S 

91 

Melanoma* SK-MEL-5 

8 ' 9 

Colon ca. SW480 ^ 

17.7 

Squamous cell carcinoma 
c>CC-4 

0.0 

Colon ca.* (SW480 met) 

o WOZv 

7.9 

Testis Pool 

3.5 

Colon ca. HT29 

0.5 

Prostate ca.* (bone met) 
PC-3 

0.1 

Colon ca. HCT-116 

2.4 

Prostate Pool 

3.1 

Colon ca. CaCo-2 

10.2 

Placenta 

0.4 

Colon cancer tissue 

10.7 

Uterus Pool 

5.4 

Colon ca. SW1116 

1.3 

Ovarian ca. OVCAR-3 

0.4 

Colon ca. Colo-205 

0.0 

Ovarian ca. SK-OV-3 

0.1 

Colon ca. SW-48 

0.7_ 

Ovarian ca. OVCAR-4 

0.3 

Colon Pool 

6.3 

Ovarian ca. OVCAR-5 

0.8 

Small Intestine Pool 

5.2 

Ovarian ca. IGROV-1 

66.0 

Stomach Pool 

4.3 

Ovarian ca. OVCAR-S 

11.2 

Bone Marrow Pool 

3.3 

Ovary 

2.0 

Fetal Heart 

7.6 

Breast ca. MCF-7 

0.1 

Heart Pool 

13.3 
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Breast ca. MDA-MB-23 1 j 

i 

0.2 iLymph Node Pool 

7.1 

Breast ca. BT 549 

0.4 | 

Fetal Skeletal Muscle 

16.5 

Breast ca. T47D 

0.0 (Skeletal Muscle Pool 

100.0 

Breast ca. MDA-N 

0.5 

Spleen Pool 

1.9 

DIcclSl rOOl 

7.4 

Thymus Pool 

5.5 

Trachea 

2.4 

CNS cancer (glio/astro) 
U87-MG 

7.4 

Lung 

3.5 

CNS cancer (glio/astro) 
U-118-MG 

2.6 

Fetal Lung 

„ CNS cancer (neuro;met) j 
3b jSK-N-AS 

1.2 

Lung ca. NCI-N417 

1.6 

i 

CNS cancer (astro) SF- 
539 

0.2 

Lung ca. LX-1 

1 A 

1.4 

CNS cancer (astro) SNB- ] 
75 

6.7 

Lung ca.NCI-H146 

0.4 

CNS cancer (glio) SNB- 
19 

63.7 

Lung ca. SHP-77 

2.0 _ 

CNS cancer (glio) SF-295 

4.0 

Lung ca. A549 

0.2 

Brain (Amygdala) Pool 

5.0 

Lung ca. NCI-H526 

0.6 

Brain (cerebellum) 

3.3 

Lung ca. NCI-H23 

2.0 

Brain (fetal) 

1.9 

Lungca.NCI-H460 

0.1 

Brain (Hippocampus) 
Pool 

5.7 

Lung ca. HOP-62 

0.6 

Cerebral Cortex Pool 

4.6 


1.1 

Brain (Substantia nigra) 
Pool 

5.1 

Liver 

0.2 

Brain (Thalamus) Pool 

3.7 

Fetal Liver 

0.2 

Brain (whole) 

3.2 

Liver ca. HepG2 

0.0 

Spinal Cord Pool 

9.0 

Kidney Pool 

15.6 

Adrenal Gland 

3.1 

Fetal Kidney 

1.0 

Pituitary gland Pool 

0.7 

Renal ca. 786-0 

0.2 

Salivary Gland 

0.7 

Renal ca. A498 

0.2 

Thyroid (female) 

!,.o 

Renal ca. ACHN 

0.2 

Pancreatic ca. CAPAN2 

,5 
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Renal ca. UO-3 1 


0.4 


Pancreas Pool 


18.8 


Table ASN . Generai__screening_panel_vl.6 


Tissue 
Name 

Adipose 

Melanoma* 
Hs688(A).T 

Rel. 

Exp.(% 

) 

Ag6413, 
Run 
2772493 
71 

Rel. 

»*! /ft/ 

Exp.(% 
) 

Ag6424, 
Run 
2772217 
19 

Rel. : 
Exp.(% 

) 

Ag6425, 
Run 
2772217 
21 

Rel. 

Exp.(% 

) 

Ag6428,- 
Run 

2772224' 
39 

20.0 
2.0 

Rel. 

T7i /O/ 

Exp.(% 
) 

Ag6430, 
Run 
2772224 
43 

Rel. 

JLXp.(vo 

) 

Ag6431, 
Run 
2776335 
68 

Rel. 

I?..— . /o/ 
Exp.( /o 

) 

Ag6431, 
Run 
2783893 
90 

_ r - 

Rel. jRel. 
Exp.(% jExp.(% 

) 1) 
Ag6439,jAg6964, 
Run jRun 
2772231^783889 

75 j46 

25.9 
0.5 

0.0 _ 
0.0 

2.6 
0.0 

8,2 

0.5 

n.4 

0.8 

13.8 

0.9 

J7.3 

0.4 

J8.8_ 
0.7 

Melanoma* 
Hs688(B).T 

2.7 

0.0 

0.2 

4.1 

0.6 

2.5 

2.2 

2.9 



2.4 

Melanoma* 
M14 

0.3 

0.0 

j 

0.0 l0.7 

i 

0.7 

0.4 

0.4 

0.4 

0.7 

Melanoma* 
LOXIMVI 

0 0 

0.0 

o.o jo.i 

0.0 

r — 
0.0 

0.0 

0.0 

0.1 

Melanoma* 
SK-MEL-5 

1 f 1 

15.2 

0.0 

j 

2.2 130.4 

J. 


18.2 

14.6 

18.3 

15.9 

Squamous 
cell 

carcinoma 
SCC-4 

0.0 

1 i 

1 1 
o.o jo.o jo.i 

0.3 

0.1 

0.2 

0.0 

0.1 

'Testis Pool 

5^ 
** 

0.0 

3.5 ls.8 

4.2 

10.4 

9.0 

9.1 

9.9 

Prostate ca.* 
(bone met) 
PC-3 

1.9 

\ i 

0.0 |o.5 |2.5 
i j 

1.0 

1.9 

1.8 

1.3 

4.3 

Prostate Pool 
Placenta 

8.1 _ 

- i — 1 — 

0.0 jl.O jll.5 

8.5 

11.3 

12.1 

28.5 

10.0 

0.5 

0.0 !0.0 |0.7 

0.1 

0.1 

0.1 

0.5 

0.4 

Uterus Pool 

2.2 

0.0 

1.5 |4.5 

2.6 

4.6 

4.5 

5.3 

4.1 

Ovarian ca. 
OVCAR-3 

0.9 

0.0 

0.3 jl.l 

0.8 

0.7 
O.S 

1.1 
0.9 

1.6 

^ 

1.3 

4.0 
1.7 

Ovarian ca. 
SK-OV-3 . 

0.8 

0.0 

3 

0.2 jl.7 

1.5 

Ovarian ca. 
OVCAR-4 

0.2 

0.0 

— f — 1 

0.0 lo.9 

\ 

0.5 

0.4 

0.8 

0.9 

0.5 

Ovarian ca. 
OVCAR-5 

1.6 

0.0 

i 

1.3 {2.9 

1.5 

1.3 

1.7 

1.4 

i 

7.9 
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Ovarian ca. 
IOKOV-I 

100.0 

100.0 ! 

100.0 j 

77.9 

90.8 

84.7 

97.9 

j 

69.3 ] 

75.S 

Ovarian ca. 
OVCAR-o 

13.6 

5.6 1 

4 

j i 

21.9 114.0 j 

11.9 

15.6 

14.6 ' 

17.3 

16.7 

Ovary 

2.7 |o.0 

0.3 [5.2 

2.1 

3.1 

2.3 

2.8 | 

2.4 

Breast ca. 
MCF-7 

0.3 

0.0 

} 

0.0 k>.3 

0.4 

0.1 

1 

0.2 

i 

0.5 

0.5 

Breast ca. 

MDA-Mo- 

231 

0.1 

0.0 

0.0 

0.4 

0.4 

0 2 

0.2 

0 2 i 

j 

0.3 

Breast ca. ; 
BT549 

0.5 

0.0 

1 — r 

J 

i 

0.0 

0.5 

0.3 

0.1 

0.5 

0.6 

0.4 

Breast ca. 
T47D 

0.0 

0.0 

0.0 

0.5 jo.3 

0.2 

0.3 

0.4 

0.5 

Breast ca. 
MDA-N 

0.6 

0.0 

0.0 

0.7 

0.7 

0.6 

0.6 

0.6 

0.8 

1 ; 

Breast Pool 

15.0 

0.0 

4.1 [21.8 

19.5 

14.6 

10.7 

12.2 

16.7 

! 

Trachea 

4.5 

0.0 

0.7 [S.4 j2.9 

4.8 


4.7 

5.6 

jLung 

2.8 |0.0 

0.7 j2.3 [1.3 

4.2 

3.2 

3.9 

5.1 

retal Lung 
Lung ca. 

XT/~»T KM 1 H 

NL1-N4 1 / 

3.9 

0.0 

0.3 |9.1 |4.0 

J 

S 0 

4.8 

53 

61 

2.0 

i 

2.0 

0.9 [3.5 

2.7 

1 

3.3 

2.6 

4.0 

2.3 

Lung ca. 

T Y 1 

LA-I 

3.5 

3.1 

i 

2.7 [6.5 

1 

17.0 

i 

5.0 

3.5 

4.9 

44.1 

Lung ca. 

0.1 

0.0 

< 

0.0 j0.3 

0.5 

0.1 

0.2 

0.1 
4.5 

0.1 

[3.8 

1 

Lung ca. 

cup 77 
onr- / / 

4.0 

2.3 

i0.4 |6.8 

6.3 

5.3 

i 

Lung ca. 
A549 

I ~ 

0.3 

0.0 

1 

2.6 

0.9 

0.3 

0.0 

0.4 

0.6 

4.7 

Lung ca. 
NCI-H526 

0.2 

0.0 

0.0 

0.7 

0.6 

0.3 

0.4 
2.9 

0.5 
10.3 

Lung ca. 
NCI-H23 

2.9 

0.0 

1.0 

4.6 

4.5 

4.8 

3.2 

Lung ca. 
NCI-H460 

0.0 

0.0 

0.0 

0.2 

0.2 

0.1 

0.3 

0.0 

0.3 

Lung ca. 
HOP-62 

0.5 

0.0 

0.0 

0.5 

0.6 

1.0 

0.6 

0.5 

0.7 
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Lung ca. 
NCI-H522 

J 

1.7 

0.0 

0.6 J2.3 

2.4 

1.7 

1.3 

1 

3.3 1 
j 

8.9 

Liver 

0.1 1 

0.0 

0.0 lo.o 

O.l 

0.0 

0.0 

0.1 ! 

2.0 

Fetal Liver 

0.3 

0.0 

0.3 Jl.l 

0.6 

0.6 

0.5 

0.8 

8.2 

Liver ca. 
HepG2 

0.1 

0.0 j 

0.3 j0.2 

0.1 

0.0 

\ 

0.2 jO.l ; 

2.4 

i ■* j 
[Kidney Pool 1 

27.9 jo.5 

0.0 |47.0 

34.9 

33.9 

28. 1 

43.2 1 

32.8 

... ■{ 1 1 

Fetal Kidney; 1.4 jO.O j 



0.0 

4.9 

<; 1 
j. 1 

4 1 i 
-+.1 | 

4.0 

5.8 

11.5 

Renal ca. 
786-0 

0.2 



1 

0.0 

0.0 

■ 

0.2 

"1 

0.2 

0.3 

0.1 

0.3 

0.9 

Renal ca. 
A498 

0.0 

0.0 

1.8 

0.2 

0.1 

0.0 

0.3 

0.5 ; 

8.5 

Renal ca. 
ACFTN ! 

1.5 

A A 

0.0 

0.5 jl5 

0.7 

1.7 

1. 5 

1.2 

2.5 

Renal ca. 
UO-31 

0.3 

A A 

0.0 

0.0 

0.5 

0.3 

— 

0.2 

0.2 

0.6 

0.3 

Renal ca. 
TK-10 

1.9 

A A 

0.4 

3.1 


i 

2.0 11.9 

. f 

2.1 

4.6 

Bladder 

4.2 

0.0 

0.0 I5.9 

3.0 

5.5 \5A 

8.3 

6.7 

Gastric ca. 
(liver met.) 
NCI-N87 

KATO III 

0.9 

0.0 

i 

0.0 jl.7 

1.7 

0.9 

1.2 

1.1 

6.7 

r 

0.4 

0.0 

0.5 ICS 

0.4 

0.2 

0.3 

0.4 

0.9 

Colon ca. 
SW-948 

0.0 

0.0 

1.5 jo.2 

0.0 

0.2 

0.2 

0.3 

1.2 

Colon ca. 
SW480 

20.9 

9.5 

5.2 

41.8 

139.0 

27.0 

23.3 

23.0 

33.7 

Colon ca.* 
(SW480 
met) SW620 

13.3 

7.7 

4.8 

16.4 : 
0.0 

U5.5 
0.0 

12.8 
0.2 

10.3 
0.2 

6.1 
0.0 

25.0 
0.3 

! 

Colon ca. 
HT29 

0.2 

0.0 

0.0 

Colon ca. 
HCT-116 

2.1 

1.6 

0.2 

3.2 

3.8 

2.5 

2.0 

2.1 

4.3 I 

Colon ca. 
CaCo-2 

15.0 

10.4 

3.6 

27.0 

22.2 

19.1 

16.7 

18.3 

38.2 

Colon cancer 
tissue _ 

9.0 

0.0 

3.3 

11.0 

i 

6.5 

11.9 

7.6 

7.7 

20.4 

\ 
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Colon ca. 

o W l | IO i 

j 
I 

1.3 

0.0 

3.0 

! 

2.5 {1.7 

2.0 

1.5 

,3 ! 

6.0 

*1 

Colon ca. 

nr\)r\ 9fK 

0.1 

0.0 

0.4 

0.3 jo.2 

0.2 

0.0 

0.2 : 

0.8 

Colon ca. 

0.8 

0.0 

3.6 

1.4 

1.3 

1.5 

1.5 

1.4 j 

2.6 

v^OIOn rOOi 


n ft 

D.KJ 

28.1 

28.7 

93 9 

18.7 

PA... 1 

20.6 

1 

omaJI 

Intestine 
Pool 

14.0 

0.0 

1.7 

1 

17.1 

10.5 

11.2 

13.0 

12.8 

10.4 

Stomach 
Pool 

8, 

0.0 

2.3 

14.3 

6.2 

9.5 

9.3 

8.5 

10.7 

Bone 

Marrow Pool 

6.8 

0.0 

1.6 

r 

14.3 411-3 

10.2 

8.7 

18.7 

12.5 



reiai Mean 

in i 

u.u 

r 

2.3 

25.5 

24.3 

24.5 

21.8 
17.2 

33.7 120.7 _ 
33.7 326.1 

jHeart Pool 

9R 7 


■ 

7.0 

29.7 ! 23.0 

25.9 

{Lymph Node 

rOOl 

Fetal 
Skeletal 

iMuscle 

Skeletal 
Muscle Pool 

17.6 

0.0 

6.1 

33.7 

30.4 

22.1 

23.7 

I 

19.9 |24.7 

31.9 

36.9 

i 

54.3 

46.7 

48.6 

46.3 

19.1 

50.7 

17.4 : 

12.3 

1 

9.2 |29.3 

! 

21.5 29.5 .25.9 
1 ■■ i 

22.1 

32.3 

Spleen Pool 

Thymus 
Pool 

0.9 

0.0 

0.0 \\S j2.0 

\ 

2.0 11.7 

2.7 

1.1 

3.1 _ 
7.0 

4.4 

~ 

0.0 

12.0 

10.4 

7.5 

8.1 

9.4 

CNS cancer 

(slio/astro) 

U87-MG 

CNS cancer 

(glio/astro) 

U-US-MG^ 

CNS cancer 
(neuro;met) 
SK-N-AS 

,s 

1.6 

i 

1.5 

14.9 

6.1 

10.7 



10.0 

10.9 

14.1 

• 

0.0 

0.3 

4.7 
2.6 

2.9 

3.8 

3.1 

3.8 

5.S 

1.9 

0.0 

0.0 

1.7 

2.1 

1.0 

1.4 

2.6 

CNS cancer 
(astro) SF- 
539 

0.1 

0.0 

0.0 

0.0 

0.2 

0.1 

0.2 

0.1 

0.1 
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CNS cancer 
(astro) SNB- 
75 

S.l 

i 

1.9 ll.l 1 

! I 

14.9 

5.9 

6.5 

10.0 

\ 

1 

11.7 19.7 

CNS cancer ; 
(glio)SNB- ; 
19 

79.6 

' "j- j 

84.1 179.0 

1 

100.0 

100.0 

100.0 

100.0 

100.0 

100.0 

CNS cancer 
(glio) SF- 
295 

8.2 ! 

1 

1 

1.8 jo.O 

1! 

11.3 

9.0 

8.0 

7.8 

8.2 

14.8 

... 

Brain 

(Amygdala) 

rOOl 

i 

j 

3.7 ; 

: 

" ~ 1 — j 

\ 

2.3 ;0.8 

1 

,.7 ; 

5 

6.9 

6.2 

4.8 

8.0 

5.3 

Brain 

(cerebellum) 

12.0 

j 

6.6 0.4 

1 

19.8 

11.1 

10.7 

... ^ 

9.7 

8.8 

9.7 

Brain (fetal) 
Brain 

(Hippocamp 1 
us) Pool 

■ 

• 

7.5 

3.0 |o.7 

12.7 

11.5 

6.6 

5.6 

6.8 

6A 

~ 1 

3.1 J3.2 

. . i.. . ....... 

11.7 

11.0 

8.6 

6.9 

11.0 

10.2 

i 

Cerebral 
Cortex Pool 

9.7 


0.6 

1 1 .U 

— 

7.5 

7.5 


1 

11.6 js.7 

_ ti _ ^^ n _ : 5^ _ 

Brain 

(Substantia 
nigra) Pool 

7.4 

,, 

2.2 

11.7 

s. 

.0.4 

4.7 

1 

1 

10.0 !9.3 

j 

Brain 

(Thalamus) 
Pool 

X UUl 

7.6 

0.0 


13.2 

10.0 J9.3 

0.2 

9.7 

i 

8.7 

j 

8.7 

Brain 
( wholes 

6.1 

0.0 

0.4 

10.6 

8.0 

5.8 

0.3 

5.6 

Spinal Cord 
Pool 

10.1 

3.2 

2.3 

14.7 

12.8 

11.0 

7.6 

12.2 j9.0 

Adrenal 
Gland 

3.5 

0.0 

0.3 

9.9 

6.1 

3.9 

3.7 

4.8 |4.1 

. . ..... . J ... 

Pituitary 
gland Pool 

0.9 

0.0 

0.0 

1.1 

0.8 

1.2 

1.1 

f 

1.4 jO.5 

Salivary 
Gland 

0.9 

0.0 

0.0 

1.8 

Li 

i 

1.3 

0.9 

1.1 

1.0 
2.3 

Thyroid 
(female) 

2.0 

0.0 

0.3 

!,, 

1 

o.s 

) _ 

2.5 

2.5 

1.9 

Pancreatic 
ca. CAPAN2 

0.5 

0.0 

0.0 

1 

o.s 

0.8 

0.7 

0.6 

0.7 

2.2 
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Pancreas 
Pool 


1.2 


0.0 


0.0 


2.0 


1.1 


=1-1 


1.6 


3.2 


12.3 


Table ASO. Panel 4. ID 


Tissue Name 

Rel. 

Exp.(%) 
Ag4983, 
Run 

218623570 

Rel. 

Exp.(%) 
Ag6413, 
Run 

269239947 

Rel. 

Exp.(%) 
Ag6425, 
Run 

268713999 

'■ • 1 

Rel. 

E.\p.(%) 
Ag642S, 
Run 

268767535 

Rel. 

Exp.(%) 
Ag6431, 
Run 

268767577 

Rel. 

Exp.(%) 
Ag6435J, 
Run 

268760823 

Secondary Thl act 

0.1 I 

0.3 

0.0 

1.3 

0.7 

0.0 

Secondary Th2 act 

0.5 

0.3 

"1 

0.0 

T 

1.2 |0.8 

0.0 

Secondary Trl act 

0.0 

0.0 

0.0 

1 

0.0 j0.7 

0.0 

Secondary Thl rest 

0.1 

0.0 

o.o lo.o loo 

0.0 

Secondary Th2 rest 

0.3 !o.O 

o.o ;q.o_ 'o.o 

0.0 

Secondary Trl rest 

o.i i 

0.3 

0.0 0.4 |0.0 


Primary Thl act 

0.0 

0.0 

o.o lo.o 

0.0 

U.U 

Primary Th2 act 

02 

0.4 

0.0 10.3 

0.4 

0.0 

Primary Trl act 

0.1 

0.0 

0.0 i0.7 

0.7 

0.0 

Primary Thl rest 

0.0 ;0.0 

0.0 
0.0 

OA 

0.3 

1.2 

Primary Th2 rest 

0.0 

0.0 

0.4 

0.2 

00 _ _ 

Primary Trl rest 

0.3 

0.0 

0.0 

0.0 

0.0 

0.0 

CD45RA CD4 
lymphocyte act 

0.4 

2.8 

0.0 

5.4 

2.4 

2.6 

CD45RO CD4 
lymphocyte act 

0.1 

2.2 

0.0 

1.5 

0.7 

2.3 

CDS lymphocyte act 

0.4 

0.9 

0.0 

0.7 

0.0 

0.0 

Secondary CD8 
lymphocyte rest 

0.1 

0.0 

0.0 

8.8 

0.0 

0.0 

Secondary CDS 
lymphocyte act 

0.0 

0.1 

0.0 

0.4 

0.3 

0.0 

CD4 lymphocyte 
none 

0.1 

0.0 

0.0 

0.5 

0.4 

0.0 

2ry 

Thl/Th2/Trl anti- 
CD95 CH11 

0.3 

0.2 

0.0 

0.0 

0.0 

1.2 

LAK cells rest 

5.6 

5.0 

2.7 

11.8 

3.8 

15.2 

LAK cells IL-2 

0.4 

0.3 

0.0 

0.0 

0.0 

0.0 
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T AV rpllc IT -9+11 - 
L>/-\. rv Cello 1 Lj-£'i 

12 

! 1 

0.2 iO.O 

0.0 

0.0 

0.0 

0.0 

LAIS. CcllS LJL-Z~lrlN 

gamma 

0.1 j 

0.3 

0.0 

0.0 j 

0.0 

0.0 

LAis. ceus IL,-Z^ 1L>- 
18 

0.0 

0.0 

0.0 

0.0 

0.0 

0.0 

! 

T A L" nolle 

lak ceus j 
PMA/ionomycin 

1 

1 

i 

4.0 

15.7 

15.1 

6.3 

9.0 

i 

NK Cells IL-2 rest » 

0.9 

o.i 

0.0 

3.4 

2.5 

1.4 

Two Way MLR 3 
day 

1.4 

1.1 

0.0 

2.2 

1.3 

1.4 

Two Way MLR 5 
day 

4.5 

0.9 

0.0 

0.8 

0.9 

0.0 

Two Way MLR 7 
day 

- - <■• 

2.3 

0.7 

13.2 

1.1 

2.6 

3.7 

[pBMC rest 

0.1 

0.0 

0.0 jo.o 

0.0 

0.0 

PBMC PWM 

0.6 

0.0 

0.0 

1.3 

0.0 

0.0 
0.0 

PBMC PHA-L 

0.3 

02 ^ 

0.0 

0.6 

0.7 ; 

Ramos (B cell) none 

0.1 

2£L 

0.0 

0.0 

0.0 |o.o 

ionomycin 

0.0 

0.0 

0.0 

0.7 

1 

0.2 jO.O 

B lymphocytes 
PWM 

0.5 

0.0 

0.0 

0.0 

0.0 

0.0 

B lymphocytes 
CD40L and IL-4 

0.2 

0.0 

0.0 

0.9 

0.0 

0.0 

EOL-1 dbcAMP 

3.7 

2.6 

9.1 

29.1 

8.1 

68.8 

EOL-1 dbcAMP 
PMA/ionomycin 

1.6 

0.7 

0.0 

0.0 

2.7 

1.8 

Dendritic cells none 

5.6 

|3.1 

13.8 

4.1 

5.3 

0.0 

Dendritic cells LPS 

1.6 

0.3 

0.0 

1.0 

0.7 

0.0 

Dendritic cells anti- 
CD40 

2.0 

1.6 J3.3 

0.5 

0.2 

0.0 

Monocytes rest 

0.2 

0.0 |o.o 

0.4 

0.0 

0.0 

Monocytes LPS 

2.2 

3.3 

0.0 

5.7 

1.8 

2.6 

Macrophages rest 

0.9 

i.s" 

0.0 

0.6 ]0.6 

0.0 

Macrophages LPS _ 

7.5 

4.0 JO.O 

5.4 j<3.3 

9.2 
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LAK cells IL-2+IL- 
12 

! | 

0.2 !0.0 j 

0.0 

0.0 

0.0 

0.0 

LAK cells IL-2-HFN 
gamma 

! i 

0.1 |0.3 0.0 

0.0 

0.0 

0.0 

LAK cells 1L-2+IL-. 
18 

0.0 

f 

0.0 

0.0 

0.0 

0.0 

0.0 

i i 
LAK cells | 4 5 j 4 0 
PMA/ionomycin | | 

15.7 

15.1 

6.3 

9.0 

NK Cells IL-2 rest 

0.9 

- - — ■ — k 

0.1 

0.0 

3.4 

2.5 

1.4 

Two Way MLR 3 
day 

1.4 

1.1 

0.0 

2.2 

1.3 

1.4 

Two Way MLR 5 
day 

4.5 

0.9 

0.0 

0.8 

0.9 

0.0 

Two Way MLR 7 
day 

2.3 

0.7 

13.2 

1.1 

2.6 

3.7 

PBMC rest 

0.1 

0.0 

0.0 

0.0 

0.0 

u.u 
0.0 
0.0 

PBMC PWM 
PBMC PHA-L 

0.6 
0.3 

0.0 
0.2 

0.0 
0.0 

1.3 
0.6 

0.0 

QJ 

Ramos (B cell) none 

o.i 

0.0 

0.0 

0.0 

0.0 

0.0 

Ramos (B cell) 
ionomycin 

o.o 'o.o 

i 

0.0 

0.7 

0.2 

0.0 

B lymphocytes 
PWM _ _ 

0.5 

0.0 

0.0 

o.o jo.o 

0.0 

B lymphocytes 
CD40L and IL-4 

0.2 

0.0 


0.9 jo.O 

0.0 

EOL-1 dbcAMP 

3.7 

2.6 

0.7 

9.1 

29.1 js. 1 

0(5.0 

EOL-1 dbcAMP 
PMA/ionomycin 

1.6 

0.0 

o.o I2.7 

1.8 

Dendritic cells none 

5.6 

3.1 

13.8 

4.1 

5.3 

0.0 

Dendritic cells LPS 

1.6 

0.3 

0.0 

1.0 

0.7 

0.0 

Dendritic cells anti- 
CD40 

2.0 

1.6 

3.3 

0.5 

0.2 

0.0 

Monocytes rest 

0.2 

0.0 

fo.o 

0.4 

0.0 

0.0 

Monocytes LPS 

2.2 

3.3 

0.0 

5.7 

1.8 

2.6 

Macrophages rest 

0.9 

1-8 

0.0 

0.6 

0.6 

0.0 

Macrophages LPS _ 

7.5 

4.0 

0.0 

5.4 

6.3 

9.2 
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kflJVECnone [o.l 'o.O 

0.0 

0.0 j 

< 1 1 

o.o jo.o 

[hUVEC starved ! 

! 

3.0 |0.0 

0.0 

OX) | 

0.3 | 

0.0 

HUVECIL-lbeta =0.0 jo.O 

0.0 

1 

0.0 K).5 

n n 

v.v 

HUVEC IFN 
oamma 

0.2 

0.0 

0.0 

0.0 

0.0 

0.0 

HUVEC TNF alpha 
+ IFN gamma 

0.0 

0.0 1 

0.0 

0.0 

0.0 

0.0 

HUVEC TNF alpha 
+ IL4 

ft A 
U.O 


0.0 

0 ft ' 

0 4 

1 

0.0 

HUVEC IL- 11 I 

0.0 

0.0 

0.0 

0.4 

0.3 

0.0 

Lung Microvascular 
EC none 

0.2 

0.3 

0.0 

0.4 

0.0 

0.0 

Lung Microvascular 
EC TNFalpha+lL- 
lbeta 

0.1 

0.0 

0.0 

■; 

0.0 

0.0 

0.0 

Microvascular 
Dermal EC none 

0.1 

0.0 

0.0 

0.0 i 

0.0 

0.0 

Microsvasular 
Dermal EC 
TNFalpha+IL- 
lbeta 

0.1 

- ■ 

0.0 

0.0 

0.0 

0.0 

0.0 

Bronchial 

epithelium 

TNFalpha+ILlbeta 

0.0 

— ■" 

0.0 

0.0 

0.0 

0.0 

0.0 

Small airway 
epithelium none 

0.0 

0.0 

0.0 

0.0 

0.0 

0.0 

Small airway 
epithelium 
TNFalpha+IL- 
lbeta 

0.3 

0.0 

0.0 

0.0 

0.0 

0.0 

Coronery artery 
SMC rest 

0.1 

0.6 

! . . . 

0.0 

0.0 

0.0 

0.0 

Coronery artery 
SMC TNFalpha + 
IL-lbeta 

0.4 

0.9 

6.2 

0.3 

i 

1.5 

0.0 

Astrocytes rest 

Astrocytes 
TNFalpha + IL- 
lbeta 

67 : 8 „. 

973 

100.0 

100.0 

100.0 

100.0 

100.0 

100.0 

74.2 

97.3 

74.7 

95.9 
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- 

KU-8 12 (Basophil) ; 
rest 

1 

\j. 1 

0 n 

n ft 
0.0 

1 

0.0 j0.4 

0.0 

KU-8 12 (Basophil) 
PMA/ionomycin 

0.0 

0.0 

0.0 Jo.o 

0.0 

CCD1 106 

(Keratinocytes) none 

0.2 

0.0 

0.0 

0.0 

0.8 

0.0 

CCD 1106 
(Keratinocytes) 
TNFalpha + IL- 
Ibeta 

0.3 

0.0 

0.0 

0.0 

0.0 

0.0 

Liver cirrhosis 

2.3 j7.2 

4.6 

2.6 

6.7 

8.5 

NCI-H292 none 

0.3 0.3 

0.0 

1.7 

0.6 

0.0 

NCI-H292 IL-4 

0.3 iO.O 

0.0 

0.0 jo.5 

0 A 

NCI-H292 IL-9 

0.3 

0.0 

0.0 

0.7 

0.3 

ft ft 

w.v 

NCJ-H292 IL-13 

0.6 

0.6 jo.O 

0.9 

0.9 

0.0 

NCI-H292 IFN 
gamma 

0.2 

\ 

0.0 jo.o 

0.5 

0.6 

0.0 

HPAEC none 

" ! ( 

0.0 10.3 ;0.0 

0.0 

0.0 

V.\J 

HPAEC TNF alpha 
+ IL-1 beta 

0.0 

j 

0.3 jO.O 

0.0 

0.0 

0.0 

Lung fibroblast none 

29.7 

62.9 131.4 

95.9 

65.5 

94.0 

Lung fibroblast TNF 
alpha + IL-1 beta 

16.0 
26.1 

36.9 *22.2 

48.6 

39.8 

62.9 

Lung fibroblast IL-4 

28.7 |19.1 

27.4 

21.2 

34.9 

Lung fibroblast IL-9 

28.5 

42.0 |23.5 

24.0 

26.8 

96.6 

Lung fibroblast IL- 5 

14.6 

4.5 

11.9 

10.4 

13.4 

Lung fibroblast IFN 
gamma 

20.4 

32.8 
2.9 

15.7 

55.9 

46.3 

89.5 

Dermal fibroblast 
CCD1070 rest 

2.5 

0.0 

6.0 

6.3 

4.1 

Dermal fibroblast 
CCD1070 TNF 
alpha 

1.1 

1.3 

0.0 

2.7 

0.8 

2.3 

Dermal fibroblast 
CCD10701L-1 beta 

1.9 

2.9 

0.0 

5.6 

1.3 

0.0 

Dermal fibroblast 
IFN gamma 

9.3 

|20.3 

8.5 

30.6 

20.2 

26.6 
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Dermal fibroblast 
IL-4 

10.7 

14.6 

4.1 

30.8 

"i 

19.8 

25.5 

Dermal Fibroblasts 
rest 

* 

24.8 

. 

" ■ 

42.3 

. „ . 

8.0 

54.3 

46.7 

47.3 

Neutrophils 
TNFa+LPS 

0.7 

0.0 

0.0 

0.9 

0.4 

0.0 

Neutrophils rest 

1 

0.1 iO.O 

0.0 

0.0 

0.3 

0.0 

Colon 

7.9 

4.7 

4.0 

4.6 

9.5 

8.4 

Lung 
Thymus 

2.2 
3.1 

1.2 

0.0 

2.8 

4.6 

2.1 

0.8 

0.0 

0.0 

0-4 

2-4. 

Kidney 

4.2 

4.4 

4.9 

7.S (9.7 |5.2 


Table ASP , general oncology screening panel_v__2.4 


i issue rNiime 

Rel. Exp.(%) 
Ag4983, Run 
260281959 

Rel.Exp.(%) 
Ag6442,Run | 
264979180 

Tissue Name 

Rel. Exp.(%): 
Ag4983, Run 
260281959 

Rel. Exp.(%) 
Ag6442, Run 
264979180 

Colon cancer 1 

12.1 

22.7 

Bladder NAT 2 

1-7 _ 

0.2 

1.4 

Colon NAT 1 

100.0 

100.0 

Bladder NAT 3 ! 

4.8 

Colon cancer 2 

6.5 jo.O 

Bladder NAT 4 127.0 |66.0 

Colon NAT 2 

8.o ! 

15.1 

Prostate 

adenocarcinoma 1 


7.5 
8.0 

Colon cancer 3 

7.4 

2.8 

Prostate 

adenocarcinoma 2 

3.5 

Colon NAT 3 

39.8 

40.1 

Prostate ! 
adenocarcinoma 3 

14.3 

9.0 

Colon malignant 
cancer 4 

15.0 

9.5 

Prostate 

adenocarcinoma 4 

16.4 

9.1 

Colon NAT 4 

3.5 

0.9 

Prostate NAT 5 

16.8 

9.9 

Lung cancer 1 

1.4 

6.6 

Prostate 

adenocarcinoma 6 

3.2 

7.7 

Lung N ATI 

0.6 

0.0 

Prostate 

adenocarcinoma 7 

9.2 

17.3 
0.0 

Lung cancer 2 

26.6 

. _ Prostate 

^ {adenocarcinomas 

3.0 

Lung NAT 2 

2.7 

0.0 

Prostate 

adenocarcinoma 9 

r 

27.0 

33.9 
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Squamous eel) 
carcinoma 3 

5.6 

j j 
8.3 (Prostate NAT 10 13.8 

! 1 

4.9 

Lung NAT 3 

0.8 

\ I 
0.0 iKidney cancer 1 )24.0 

16.5 

Metastatic 
melanoma 1 

27.2 i 

49.0 

1 

Kidney NAT 1 jl5.6 

7.2 

Melanoma 2 

2.5 i 

1.1 jKidney cancer 2 j91.4 

73.7 

Melanoma 3 


13.8 

Kidney NAT 2 j22.1 

too 

Metastatic 
melanoma 4 

33.9 

24.0 

Kidney cancer 3 j27.0 

21.3 

Metastatic 
melanoma 5 

34.6 

31.4 |KidneyNAT3 9.3 

* 9 
1 1 

11.4 

Bladder cancer 1 

1.3 

2.1 (Kidney cancer 4 I2O.O 

25.7 

Bladder NAT 1 

0.0 

3 « 
0.0 jKidney NAT 4 (8.2 

14.9 

Bladder cancer 2 

8.7 

19.3 j ! 


CNS_neu rodegeneration_vl .0 
Summary: Ag4983/Ag6413/Ag6428/Ag6430/Ag6431/Ag6439/Ag6442 Seven 
experiments with different probe and primer sets are in excellent agreement. This panel 
confirms the expression of this gene at low levels in the brains of an independent group of 


5 individuals. However, no differential expression of this gene was detected between 
Alzheimer's diseased postmortem brains and those of non-demented controls in this 
experiment. See Panel 1 .4 for a discussion of this gene in treatment of central nervous 
system disorders. 

Ag6424/Ag6425 Expression of this gene is low/undetectable (CTs > 35) across all 
1 0 of the samples on this panel (data not shown). 

General_screeningjpanel_vl.4 Summary: Ag4983 Highest expression of this 
gene is detected in a brain cancer SNB-19 cell line (CT=28). Moderate to low levels of 
expression of this gene is also seen in a number of cancer cell lines derived from gastric, 
colon, lung, renal, breast, ovarian, prostate, melanoma and brain cancers. Thus, expression 
1 5 of this gene could be used as a marker to detect the presence of these cancers. Furthermore, 
therapeutic modulation of the expression or function of this gene may be effective in the 
treatment of pancreatic, gastric, colon, lung, liver, renal, breast, ovarian, prostate, squamous 
cell carcinoma, melanoma and brain cancers. 
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Among tissues with metabolic or endocrine function, this gene is expressed at 
moderate levels in pancreas, adipose, adrenal gland, thyroid, pituitary gland, skeletal 
muscle, heart and the gastrointestinal tract. Therefore, therapeutic modulation of the activity 
of this gene may prove useful in the treatment of endocrine/metabolically related diseases, 
5 such as obesity and diabetes. 

In addition, this gene is expressed at moderate levels in all regions of the central 
nervous system examined, including amygdala, hippocampus, substantia nigra, thalamus, 
cerebellum, cerebral cortex, and spinal cord. Therefore, therapeutic modulation of this gene 
product may be useful in the treatment of central nervous system disorders such as 
10 Alzheimer's disease, Parkinson's disease, epilepsy, multiple sclerosis, schizophrenia and 
depression. 

General_screening_panel_vl.5 Summary: Ag6442 Highest expression of this 
gene is seen in skeletal muscle (CT=28). Expression of this gene is higher in adult (CT=28) 
as compared to the fetal skeletal muscle (CT=31). Therefore, expression of this gene may be 
1 5 used to distinguish fetal from adult skeletal muscle. 

In addition moderate to low levels of expression of this gene is also seen in all the 
regions of central nervous system, in tissues with metabolic/endocrine functions and in a 
number of cancer cell lines derived from melanoma, brain, colon, lung, and ovarian cancers. 
This expression pattern is consistent with the expression seen in panel 1.4. See panel 1.4 for 
20 further discussion on the utility of these genes. 

General__screening_panel_vl.6 Summary: Ag6413/Ag6424/ 
Ag6425/Ag6428/Ag6430/Ag6431/Ag6439/Ag6442 Eight experiments with seven different 
probe and primer sets are in very good agreement. Highest expression of this gene is 
detected in a ovarian cancer IGROV-1 cell line and brain cancer SNB-19 cell lines 
25 (CTs=25-33.7). In addition, consistent with expression seen in panel 1 .4, moderate to low 
levels of expression of this gene is also seen in all the regions of central nervous system, 
tissues with metabolic/endocrine functions, and number of cancer cell lines. See panel 1.4 
for further discussion of this gene. 

Panel 4.1D 

30 Summary: Ag49S3/Ag6413/Ag6428/Ag6430/Ag6431/Ag6439/Ag6442 Seven 

experiments with different probe and primer sets are in excellent agreement. Highest 
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expression of this gene is detected in both resting and cytokine activated astrocytes 
(CTs=22-34.5). Therefore, therapeutic modulation of this gene or the design of therapeutics 
with the encoded protein could be important in the treatment of multiple sclerosis or other 
inflammatory diseases of the CNS. 

5 In addition, moderate to low levels of expression of this gene is also seen in resting 

and cytokine treated lung and dermal fibroblasts, as well as in normal tissues represented by 
colon, lung, thymus and kidney. Therefore, modulation of the gene product with a 
functional therapeutic may lead to the alteration of functions associated with these cell types 
and lead to improvement of the symptoms of patients suffering from autoimmune and 

10 inflammatory diseases such as asthma, allergies, inflammatory bowel disease, lupus 
erythematosus, psoriasis, rheumatoid arthritis, and osteoarthritis. 

Low levels of expression of this gene is also seen in liver cirrhosis. Therefore, 
antibodies or small molecule therapeutics could reduce or inhibit fibrosis that occurs in liver 
cirrhosis. 

1 5 Ag6424 Expression of this gene is low/undetectable (CTs > 35) across all of the 

samples on this panel (data not shown). 

general oncology screening panel_v_2.4 Summary: Ag4983/Ag6442 Two 
experiments with different probe and primer sets are in excellent agreement. Highest 
expression of this gene is seen in normal colon (CTs=29-32). Expression of this gene in 
20 normal colon is higher than in the corresponding cancer samples (CTs=32-34). Therefore, 
expression of this gene may be used to distinguish between these two samples. 

Moderate expression of this gene is seen in both normal and cancer samples derived 
from colon, lung, bladder, prostate and kidney, as well as, in melanomas. Expression of this 
gene seems to be higher in kidney and lung cancers as compared to the corresponding 
25 normal adjacent samples. Therefore, expression of this gene may be used as marker to 

detect the presence of lung and kidney cancers. Furthermore, therapeutic modulation of this 
gene may be useful in the treatment of melanoma, colon, lung, bladder, prostate and kidney 
cancers. 

AT. CG56054-13: Integrin alpha 7-like protein. 

30 Expression of gene CG56054-1 3 was assessed using the primer-probe sets Ag4983, 

Ag6442, Ag6424, Ag6425, Ag6428, Ag6430, Ag6431, Ag6440, Ag6446, Ag6413 and 
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Ag6964, described in Tables ATA, ATB, ATC, ATD, ATE, ATF, ATG, ATH, ATI, ATJ 
and ATK. Results of the RTQ-PCR runs are shown in Tables ATL, ATM, ATN, ATO, ATP 
and ATQ. 


Table ATA . Probe Name Ag4983 


Primers 

I ) 

Sequences 'Length , 

Start i 
Position 

SEQ ID No 

Forward 

5'- 

ccaggtcaccttctacctcatc-3 1 : 

22 

2330 

600 

Probe 

TET- 5 ' - 

cttagcacctccgggatcagcatt- 
3 ' -TAMRA 

24 

2352 

601 

Reverse 

5' - 

aacagcagctctacctccagtt-3 ' 

22 

2386 

602 


5 Table ATB . Probe Name Ag6442 


Primers 

Sequences ^ 

Length 

Start Position 

i 

SEQIDNo 

Forward 

5 ■ - 

gatgtggacagtagggatagga-3 

22 

2769 

603 

Probe 

TET- 5 1 - 

ccacctgagcagcaggagcct-3 ' - 
TAMRA 

i 

\ 

! 21 

2808 

604 

Reverse 

5 • -gcgcagtccagggtg-3 ' 


i 

;2894 

6£ 5 . 

Table ATC. Probe Name As6424 




Primers 

Sequences 

Length 

Start Position 

SEQ ID No 

Forward 

5 ' -ttgggttctgccagca-3 » 

16 

637 

606 

Probe 

TET- 5 ' - 

cacagctgccgccttctccc-3 ' - 
TAMRA 

20 

656 

607 

1 

Reverse |5 • -aaaagcaaccccttccaa-3 ' 

18 

719 

608 

Table ATD. Probe Name Aa6425 

Primers 

Sequences _ ) 

1 

Length jJ 

start Position 

SEQIDNo 

Forward 

5' -cggatgcacaccccat-3 1 

16 \: 

5504 

609 

Probe 

TET- 5 1 - 

catcccgagctgggcccc-3 • - 
TAMRA 

is : 

1536 

610 
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I 

Reverse p ' -gccctggatgcccat-3 • _ 

15 

3555 

611 


Table ATE . Probe Name Ag6428 


Primers 

Sequences 

Length 

Start Position 

SEQ ID No 

Forward 

5 ' -cttcatctaccatgggagca- 
3* 

20 

1289 

612 

Probe 

TET-5 1 - 

cc ttcacaggtgctggagggc- 
3 * -TAMRA 

21 

1329 

613 

Reverse 

5" -agggagtagccgaagctct- 
3* 

19 

1366 

614 


Table ATF . Probe Name Ag6430 


Primers 

Sequences 

Length 

Start 
Position 

SEQ ID No 

Forward 

5 » -gtgaccaacattgatagctcaga- 
3 • 

23 

738 

615 

Probe 

TET-5' - 

ccccgaccagctggtgtataaaactttg 
-3 ' -TAMRA 

28 

761 

616 

Reverse 

5 ' -gggagccggtcagca-3 * 

15 

794 

617 


Table ATG . Probe Name Ag6431 


1 

Primers jSequences 



Length 

jStart 
(Position 

SEQ ID No 

Forward 

5 ' -aaacatcaccctggactgc-3 ' 

19 

|2888 

618 

Probe 

TET-5' - 

tggtgttcagctgcccactctacag- 
3 ' -TAMRA 

25 

2929 

619 

Reverse 

5 ' -ccgcgcggtcaaa-3 * 

13 

J2955 

620 


5 Table ATH . Probe Name Ag6440 


Primers 

Sequences 

Length 

Start Position 

SEQ © No_ 

Forward 

,. ., 1 

5 ' -accatcctgaggaacaactg- 
3 ' 

20 

3461 

621 

Probe 

TET-5 1 - 

ctgacgggcatcccgagct-3 ' - 
TAMRA 

19 

3528 

622 

Reverse 

5 1 -ccctggatgcccatc-3 ' 

15 

3554 

623 
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Table ATI . Probe Name Ag6446 


Primers 

Sequences 

1 f 

Len th * Start 
* jPosition 

SEQ ID No 

Forward 

5' -gcttcttccatcggagca-3 1 

18 (3244 

624 

Probe 

TET- 5 • - 

caactatcaccgggcctgtctggc- 
3 ' -TAMRA 

24 [3284 

625 

Reverse 

5' -catggctgaaggctgca-3 1 

17 |3310 

626 

Table AT J. Probe Name Ag6413 

Primers j Sequences jLength 

Start Position 

SEQ ID No 

Forward 

ggtgaagacaagatctgccag-3 ' \ 

1968 ! 

627 

Probe 

TET- 5 1 - 

tgtacccgggtcagcgacacg- 1 
3 * -TAMRA 

\\ 

2019 

628 

jReverse 

5 ' -gctgttgttccatccacatc- L 

10 

2061 

629 

Table ATK. Probe Name Ag6964 


■Primers 

Sequences 

1 1 - 1 

Length -Start Position jSEQ ID No 

{Forward 
Probe 

5 ' -ggccccagacatgca-3 ' 
TET - 5 1 - 

actctacagctttgaccgcgcgg- 
3 1 -TAMRA 

15 _ 
23 

|2974 

I2945 

630_ 
(631 

Reverse 

5 * -gccaactgtgtggtgttca-3 ' 

19 

2919 

632 


5 Table ATL . CNS_neurodegeneration_v 1 .0 


Tissue 
Name 

Rel. 

Exp.(%) 
Ag49S3, 
Run ! 
21864922 : 
3 

Rel. 

Exp.(%) I 

Ag6413, 

Run 

26925398 
3 

Rel. 

Exp.(%) 
Ag642S, 
Run 

26693708 
1 

Rel. 

Exp.(%) 
Ag6430, 
Run 

26693708 
5 

Rel. Rel. 

Exp.(%) |Exp.(%) 
Ag6431, jAg6440, 
Run jRun 
26803072 |26925400 
2 j3 

Rel. 

Exp.(%) 
Ag6442, 
Run 

26497929 
8 

Rel. 

Exp.(%) 
Ag6446, 
Run 

26925400 



AD 1 
Hippo 

23.7 

24.8 

18.0 

20.0 

18.8 jlS.9 

19.2 

42.9 

AD 2 
Hippo 

41.2 

52.9 

32.3 

48.0 

28.7 Ll.l 
« 

49.7 

41.8 
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AD 3 \ 
Hippo 

8.9 

1 

5.4 

3.7 

1 

11.6 

j 

7.5 j9.7 

I 

20.4 J23.7 

AD 4 

Hippo , 

14.8 

25.5 

10.7 

17.1 

18.8 123.3 

5.6 j 

29.9 

AD 5 
Hippo 

44.8 

41.8 

53.2 

39.2 

j_. ... . 

38.4 |34.6 

57.4 

67.8 

AD 6 ! 
Hippo 

100.0 

100.0 

100.0 

1 

100.0 1 

100.0 

100.0 

90.1 \ 

100.0 

Control 2 
Hippo 

24.3 

36.1 

18.7 

17.9 

29.5 

29.9 

28.5 

39.2 

Control 4 \ 
Hippo 

42.9 

43.8 

27.0 

38.4 



86.5 

62.4 

Control 
(Path) 3 
Hippo 

14.2 

11.4 

4.6 | 

10.2 

6.0 

5.8 

0.0 i 

14.6 

AD 1 

Temporal 

Ctx 

23.3 

15.9 

12.9 12.1 
! 

17.1 

12.6 

16.8 

72.7 

AD 2 

Temporal 

Ctx 

41.5 

47.3 

31.0 |36.6 

39.8 

59.0 

21.6 

43.2 

t "*"*■ n — 

jAD3 

Temporal 

Ctx 

" ! 

9.5 |9.8 

I 

1 

6.0 

11.7 

11.3 

17.1 

5.7 

36.3 

AD 4 

Temporal 

Ctx 

30.6 

39.0 

20.2 

15.6 

25.3 

29.9 

8.7 

43.2 

AD 5 Inf 
Temporal 
Ctx 

45.4 

37.1 

39.2 

43.8 

36.3 

41.8 

73.7 

63.3 

AD 5 Sup 
Temporal 
Ctx 

51.1 

39.0 

42.0 

56.6 

32.3 

39.2 

55.9 

95.3 

AD 6 Inf 
Temporal 
Ctx 

38.2 

59.9 

49.3 

40.9 

46.7 
50.3 

48.6 

76.8 

45.1 

AD 6 Sup 
Temporal 
Ctx 

43.8 

48.6 

48.3 

44.1 

17.0 

59.9 

30.6 

Control 1 
Temporal 
Ctx 

12.2 

23.0 

12.9 

11.9 

15.6 

23.3 

46.7 

5.9 
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Control 2 
Temporal 14.2 
Ctx j 

32.5 

18.2 

16.7 

17.4 

43.5 

i 

50.0 

13.6 

Control 3 
Temporal 15.1 

Ctx | 

i 

r 

15.3 
25.0 

9.6 

13.0 

14.5 

9.2 

9.5 

12.5 

Control 3 
Temporal 
Ctx 

23.7 

15.2 

18.9 

13.1 

30.1 

13.6 

26.6 

Control 
(Path) 1 
Temporal 
Ctx 

26.1 

47.0 

27.0 

32.5 

30.6 

. . „ 

51.1 

46.0 

21.2 

Control 
(Path) 2 
Temporal 
Ctx 

24.5 

25.9 

16.0 

19.5 

20.4 

7.2 

0.0 

27.2 

Control 
(Path) 3 
Temporal 
Ctx 

1 1 7 

16.0 

7.5 

12.9 

: 
: 

10.9 

9.9 

• 

31.0 

1 

24.5 
19.2 

Control 
(Path) 4 
Temporal 
Ctx 

21.9 

27.4 

17.1 

19.8 

18.2 

14.9 

39.5 

AD 1 

Occipital 

Ctx 



16.0 

11.9 

10.2 

16.2 

11.5 

i 5 ' 8 

6.3 

39.5 

AD 2 

Occipital 

Ctx 

(Missing) 

0.0 

0.0 

0.0 

0.0 

0.0 

1 

0.0 

0.0 

f ■ — 

0.0 

AD 3 
Occipital 
Ctx _ 

10.7 

6.0 

6.4 

11.7 

S.8 

7.8 

4.9 

19.3 

AD 4 

Occipital 

Ctx 

18.9 

23.7 

13.0 

12.6 

17.9 

35.4 
16.6 

11.1 

42.3 

25.3 
25.2 

AD 5 

Occipital 

Ctx 

24.8 

28.3 

25.3 

16.7 

22.5 

AD 6 

Occipital 

Ctx 

20.6 

31.9 

20.2 

17.8 

17.0 

23.5 

14.8 

9.7 
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Control 1 
Occipital 
Ctx 

9.5 ; 

14.4 

6.0 

11.3 

8.7 

15.2 

: 

8.8 ! 

6.5 

Control 2 
Occipital 
Ctx 

Control 3 
Occipital 
Ctx 

31.9 ; 
18.8 ! 

42.6 
13.0 

26.4 

24.8 

33.2 

1 

35.8 

82.4 ; 

17 

10.7 

16.4 

17.1 

4.4 

8.8 

15.8 

Control 4 
Occipital 
Ctx 

18.2 1 

17.0 

12.0 

12.1 

12.6 

12.9 

24.0 

23.3 

Control 
(Path) 1 
Occipital 
Ctx 5 

38.2 

52.5 

35.6 

32.8 

36.1 

22.4 

100.0 

23.3 

Control 
(Path) 2 
Occipital 
Ctx 

9.6 

14.1 

6.7 

9.6 

7.9 

5.0 

9.3 

15.6 

Control 
(Path) 3 
Occipital 
Ctx 

4.8 

8.7 

5.4 

8.4 

6.0 

6.7 

- 

4.1 

4.5 

Control 
(Path) 4 
Occipital 
Ctx 

M . 

16.2 

13.2 

13.2 

15.9 

10.2 

11.9 

32.8 

5.9 

! 
1 

Control 1 
Parietal Ctx 

Control 2 
Parietal Ctx 

14.4 

21.9 

8.8 

15.2 

16.3 

33.2 

9.2 

5.7 





7Q 7 
Zo.J 

1 7 d 

ZO. 1 


Control 3 
Parietal Ctx 

Control 
(Path) 1 
Parietal Ctx 

20.6 

19.8 

11.5 

34.5 

8.7 

21.6 

9.1 

8.6 
24.0 

23.7 

35.4 

62.4 

34.2 

33.4 

39.2 

47.3 

69.3 

Control 
(Path) 2 
Parietal Ctx 

22.1 

23.8 

19.6 

20.0 

22.5 

17.1 

37.6 

Control 
(Path) 3 
Parietal Ctx 

11.2 

15.4 

3.9 

15.0 

i 

7.1 jll.7 

10.4 

11.0 
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Control 




j 

28.3 js-8 



(Path) 4 

31.2 

34.2 

24.8 

29.3 

27.5 J27.O 

Parietal Ctx 








Table ATM . General_screening_panel_vl .4 


Tissue Name 

Rel. Exp.(%) 
Ag4983, Run 
218328386 

Tissue Name 

Rel. Exp.(%) 
Ag4983, Run 
218328386 

Adipose 

25.3 

Renal ca. TK-10 

3.0 

Melanoma* Hs688(A).T 

1.0 

Bladder 

7.0 

Melanoma* Hs688(B).T 

2.9 

~ * 1 

Gastric ca. (liver met.) 
NCI-N87 

1.9 

Melanoma* M14 

0.7 bastric ca. KATO III 

0.7 

t. * — ~* — — »*» 

Melanoma* LOXIMV1 

0.0 jcolon ca. SW-948 

0.1 

Melanoma* SK-MEL-5 ;29.9 Colon ca. SW480 

45.4 

Squamous cell carcinoma 
SCC-4 

jColon ca.* (SW480 met) 
°' 1 |SW620 

17 1 

Testis Pool 

10.7 

Colon ca. HT29 

0.5 

Prostate ca.* (bone met) 
PC-3 

2.9 

Colon ca. HCT-116 

5.3 

Prostate Pool 

18.4 

Colon ca. CaCo-2 

21.8 

Placenta 

0.4 fcolon cancer tissue 

12.7 

Uterus Pool 

10.4 (Colon ca. SWl 116 

2 A _ 

Ovarian ca. OVCAR-3 

1.2 

Colon ca. Colo-205 

0.4 

Ovarian ca. SK-OV-3 

1.7 

Colon ca. SW-48 

1.5 

Ovarian ca. OVCAR-4 

0.6 ^ 

Colon Pool 

31.4 

Ovarian ca. OVCAR-5 
Ovarian ca. IGROV-1 

2.1 

Small Intestine Pool 

12.1 

87.7 

Stomach Pool 

13.6 

Ovarian ca. OVCAR-8 

10.6 

Bone Marrow Pool 

13.2 

Ovary 

4.7 

Fetal Heart 

24.1 

Breast ca. MCF-7^ 
Breast ca. MDA-MB-231 

0.4 

Heart Pool 

34.9 

0.4 

Lymph Node Pool 

26.4 

Breast ca. BT 549 

0.6 

jFetal Skeletal Muscle 

55.1 

Breast ca. T47D 

5.1 

Skeletal Muscle Pool 

82.4 

Breast ca. MDA-N 

1.0 

Spleen Pool 

3.3 
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Breast Pool 

18.2 

Thymus Pool 

10.2 

Trachea 

8.9 

CNS cancer (glio/astro) 
U87-MG 

14.9 

Lung 

3.7 

CNS cancer (glio/astro) 
U-llS-MG 

5.1 
- - 

Fetal Lung 

7.2 

CNS cancer (neuroimef) 
SK-N-AS 

2.6 

Lungca. NC1-N417 

2.3 

CNS cancer (astro) SF- 
539 

0.2 

Lung ca. LX-1 

9.7 

CNS cancer (astro) SNB- 
75 

11.9 

Lungca. NCI-H146 

0.3 

CNS cancer (gnoj z>Nd- 
19 

100.0 

Lungca.SHP-77 j8.1 

CNS cancer (glio) SF-295 

14.6 

Lung ca. A549_ 

0.7 

Brain (Amygdala) Pool 

o.U 

Lungca. NCI-H526 

0.4 

Brain (cerebellum) 


Lungca.NCI-H23 

6.4 

Brain (fetal) 

IU.o 

Lungca.NCI-H460 

0.2 

Brain (Hippocampus) 
Pool 

11.6 

Lung ca. HOP-62 

0.9 

Cerebral Cortex Pool 

12.9 

Lungca. NCI-H522 

1 

jBrain (Substantia nigra) 

l - 2 ipooi 

15.9 

Liver 

0.2 

Brain (Thalamus) Pool 

13.7 

Fetal Liver 

0.6 

Brain (vyhole) ^ ^ 

7.7 

Liver ca. HepG2 

0.3 

Spinal Cord Pool 

14.9 

Kidney Pool 

41.8 

Adrenal Gland 

7.9 

Fetal Kidney 

4.9 

/Pituitary gland Pool 

1.3 

Renal ca. 786-0 

0.3 ]Salivary Gland 

1.6 

Renal ca. A498 

0.4 

Thyroid (female) 

3.0 

Renal ca. ACHN 

2.1 

Pancreatic ca. CAPAN2 

1.5 

Renal ca. UO-31 

0.6 

Pancreas Pool 

36.0 

Table ATN. General screening panel vl.5 

Tissue Name 

Rel. Exp.(%) 
Ag6442, Run 
264979530 

Tissue Name 

Rel. Exp.(%) 
Ag6442, Run 
264979530 
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i 

! 


|Adipose 

3.2 

Renal cfr.TK-10 

0.8 

Melanoma* Hs688(A).T 

0.5 

Bladder 

2.1 

Melanoma* Hs688(B).T 

0.5 

Gastric ca. (liver met.) 
NCI-N87 

0.7 

jMelanoma* M 1 4 

1 ..fc-^.a.^ ■—<■- — ~ - . 

0.7 jGastric ca. KATO III 

0.2 

{Melanoma* LOXIMVI 

0.0 jcolon ca. SW-94S 

0.1 
17.7 

Melanoma* SK-MEL-5 

8.9 jcolon ca. SW480 

Squamous cell carcinoma 

0.0 

Colon ca.* (SW480 met) 
SW620 

7.9 

1 esiis rooi 

i 

3.5 i Colon ca. HT29 

0.5 

Prostate ca.* (bone met) 
PC-3 

0.1 

Colon ca. HCT-116 

2.4 

Prostate Pool 

3.1 

Colon ca. CaCo-2 

10.2 

Placenta 

0.4 

Colon cancer tissue \ 1 0.7 

Uterus Pool 

5.4 

Colon ca. SW1 116 '1.3 

Ovarian ca. OVCAR-3 

0.4 : 

Colon ca. Colo-205 

0.0 

Ovarian ca. SK-OV-3 

0.1 'Coionca. SW-48 

0.7 

Ovarian ca. OVCAR-4 jo.3 jcolon Pool ;6.3 

Ovarian ca. OVCAR-5 

0.8 JSmall Intestine Pool 

52 „ - 

Ovarian ca. IGROV-1 

66.0 

Stomach Pool 

4.3 

Ovarian ca. OVCAR-8 

11.2 

Bone Marrow Pool 

3.3 m 

Ovary 

........ 

2.0 

Fetal Heart 

1.6 

Breast ca. MCF-7 

r 

0.1 jHeartPool 

13.3 

Breast ca. MDA-MB-231 

0.2 (Lymph Node Pool |7.1 

Breast ca. BT 549 

0.4 

Fetal Skeletal Muscle 

16.5 

Breast ca. T47D 

0.0 

Skeletal Muscle Pool 

100.0 

Breast ca. MDA-N 

0.5 

Spleen Pool 

1.9 

Breast Pool 

7.4 

Thymus Pool 

5.5 

Trachea 

2.4 

CNS cancer (glio/astro) 
US7-MG 

7.4 

Lung 

Fetal Lung 

3.5 

CNS cancer (glio/astro) 
U-llS-rVlG 

2.6 

3.8 

CNS cancer (neuro;met) 
SK-N-AS 

1.2 
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Lung ca. NCI-N417 

1.6 

CNS cancer (astro) SF- 

0.2 

Lung ca. LX-1 

1.4 

LNo cancel ^asiioj oind- 
75 

6.7 

r— '■■ ~ 1 — — 

i 

Lungca. NCI-H146 

0.4 

tiNb cancel ^gnoj cmnd- 
19 

63.7 

Lungca.SHP-77 

2.0 

CNS cancer (glio) SF-295 

4.0 

Lung ca. A549 

0.2 

Brain (Amygdala) Pool 

OA) 

Lung ca. NCI-H526 

0.6 i 

Brain (cerebellum) ; 

1 1 

D.D 

Lung ca. NCI-H23 

2.0 

Brain (fetal) 

1 Q 

Lung ca. NCI-H460 

0.1 

Brain (Hippocampus) 
Pool 

5.7 

Lung ca. HOP-62 

0.6 

Cerebral Cortex Pool 

4.6 


jBrain (Substantia nigra) 
1,1 jPool 

5.1 

Liver 

0.2 (Brain (Thalamus) Pool 

3.7 

Fetal Liver 

0.2 

Brain (whole) 

3.2 

Liver ca. HepG2 

0.0 

Spinal Cord Pool 

9.0 

r ■ " ~ " 

Kidney Pool 

15.6 

Adrenal Gland 

3.1 

Fetal Kidney 

1.0 

Pituitary gland Pool 

0.7 

Renal ca. 786-0 

0.2 

Salivary Gland 

0.7 

Renal ca. A498 

02 _ 

Thyroid (female) 

1.0 

Renal ca. ACHN 

0.2 

Pancreatic ca. CAPAN2 

0.5 

Renal ca. UO-31 

0.4 

Pancreas Pool 

8.8 


Table ATO . General_screening_panel_vl.6 


Tissue 
Name 

Rel 

Exp.( 

%) 

Ag6413 
, Run 
277249 
371 

Rel. 

Exp.( 

%) 

Ag6424 
, Run 
277221 
719 

Rel. 

Exp.( 

%) 

Ag6425 
,Run 
277221 
721 

Rel. 

Exp.( 
%) 

Ag6428 
, Run 
277222 
439 

Rel. 

Exp.( 
%) 

Ag6430 
, Run 
277222 
443 

Rel. 

Exp.( 
%) 

Ag6431 
, Run 
277633 
568 

Rel. 

Exp.( 

%) 

Ag6431 
, Run 
278389 
390 



Rel. 

Exp.( 

%) 

Ag6440 
, Run 
277223 
177 

Rel. 
Exp.( 

%) 

Ag6446 
, Run 
277250 
179 

Rel. 

Exp.( 
%) 

Ag6964 
, Run 
278388 
946 

Adipose 

25.9 

0.0 

2.6 

20.0 

8.2 

17.4 

13.8 !3.7 

1.7 

18.8 

Melanoma* 

Hs688(A). 

T 

0.5 

0.0 

0.0 

2.0 

0.5 

0.8 

0.9 

0.0 

0.1 

0.7 
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Melanoma* 
Hs688(B).T 

2.7 

0.0 

0.2 

1 

! 

4.1 J0.6 

2.5 

2.2 

o.s io.i 

2.4 

Melanoma* 
Ml 4 

0.3 , 

n n 

A A 

0.7 L.7 

yj.H 
0.0 


0.0 

0.1 


— * - — t 
Melanoma*! 
LOXIMVI 1 

^ t 

0.0 

0.0 

0.0 

s 

0.1 'jO.O 

i 

0.0 

0.0 

0.1 

0.1 

Melanoma*: 
SK-MEL-5 

1 < ") 

; 

A A 

2.2 

30.4 

• 

22.5 

I o .L 


3.0 

6.8 


Squamous 
cell 

carcinoma 
SCC-4 

0.0 

0.0 

0.0 

i 

0.1 jo.3 

0.1 

0.2 

■ 

0.0 

0.0 

0.1 

Testis Pool 

5.2 

0.0 

3.5 

8.8 |4.2 

10.4 

9.0 

3.0 

5.8 

9.9 

Prostate 
ca.* (bone 
met) PC-3 

1.9 

0.0 

0.5 

I 
i 

2.5 il.O 

I 

1.9 

1.8 

1.2 

7.7 

4.3 

Prostate 
Pool 

8.1 

o.o ! 

1.0 

I 

11.5 ;s.5 

11.3 

12.1 

2.1 jl.9 

i 

10.0 

Placenta 

r - — , 

0.5 :0.0 

0.0 

0.7 

0.1 

0.1 

0.1 $.0 i0.9 

0.4 



Uterus Pool 

2.2 )0.0 

1 5 

4.5 

2.6 

4.6 

4.5 12.3 |0.3 

4.1 

Ovarian ca. 
OVCAR-3 

0.9 jo.O 

0.3 

1.1 

0.8 

1 ! i 
0.7 ]1.1 |0.4 ;4.8 

i ■ ' . 

4.0 

Ovarian ca. 
SK-OV-3 

0.8 jO.O 

0.2 

1.7 

1.5 

I 

0.8 jo.9 

i 

0.5 |2.5 

l» 

Ovarian ca. 
OVCAR-4 

0.2 

0.0 
0.0 

0.0 

0.9 

0.5 

0.4 j0.8 

0.0 10.5 

i 

0.5 

Ovarian ca. 
OVCAR-5 

1.6 

1.3 

2.9 

1.5 

1.3 

1.7 

4.2 115.6 

7.9 

Ovarian ca. 
IGROV-1 

100.0 

100.0 

100.0 

77.9 

T 

90.8 

84.7 

i 

97.9 (100.0 

4.2 

75.8 
16.7 

Ovarian ca. 
OVCAR-8 

13.6 

5.6 

21.9 

14.0 

11.9 

15.6 

14.6 

18.2 

Ovary 

2.7 

0.0 

0.3 

5.2 

2.1 

3.1 

2.3 

0.8 |0.2 

2.4 
0.5 

Breast ca. 
MCF-7 

0.3 

0.0 

0.0 

0.3 

0.4 

0.1 

0.2 

0.3 

0.9 

Breast ca. 

MDA-MB- 

231 

I 

o.i jo.o 

0.0 

0.4 

0.4 

0.2 

0.2 

0.0 

0.2 

0.3 
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Breast ca. 
BT 549 

0.5 \ 

0.0 

0.0 

] I 

0.5 j0.3 0.1 

0.5 

0.0 

0.2 

0.4 

_____ 

Breast ca. 
T47D 

0.0 

0.0 

0.0 

| 

0.5 j0.3 |0.2 

? . ! 

0.3 

0.3 

0.7 

0.5 

Breast ca. 
MDA-N 

0.6 

0.0 

0.0 

1 

i 

0.7 j0.7 

i 
1 

0.6 |0.6 

i 

0.3 

0.0 

0.8 

Breast Pool 

15.0 

0.0 J4.1 

21.8 H 9.5 

14.6 

10.7 

3.5 

2.0 

16.7 

Trachea 

4.5 

0.0 jo.7 

8.4 _ J2.9 

4.8 

4.2 

14 

0.5 

5.6 

Lung 

2.8 

0.0 jo.7 \ 

2.3 ! 1.3 

4.2 

3.2 

5.3 

0.5 

5.1 

Pptal f iir»(T 
rcLdl LUllg, . 


0.0 ! 

0.3 

9.1 ko 

5.0 

4.5 | 

2.9 

0.5 

6 1 

Lung ca. ' 

2.0 

2.0 | 

0.9 

3.5 12.7 

[ 

3.3 

2.6 

2.0 

0.4 

2.3 

Lung ca. 

T Y-1 

3.5 

3.1 

2.7 

I 

6.5 ;7.0 

5.0 

3.5 ; 

6.3 

> 

- ••' — 

100.0 

— ' ll 

44.1 

Lung ca. 

0.1 

0.0 

j 

0.0 ;0.3 !o.5 
1 i . 

0.1 

0.2 

0.0 

0.1 

0.1 



Lung ca. 

Oil I / / 

4.0 

2.3 

0.4 |6.8 ;6.3 

; .... ! 

5.3 

4.5 

o.s 

0.1 

3.8 

Lung ca. 

0.3 

0.0 

2.6 

0.9 

0.3 

0.0 

0.4 

2.2 

14.3 
0.0 

4.7 

; 

. 

Lung ca. 

0.2 

0.0 

0.0 

0.9 

0.7 

0.6 

0.3 

0.3 

— ~ j — 

0.5 

LL-,_^ 

NCI-H23 

■— 

2.9 

0.0 

1.0 

4.6 

4.5 

4.8 

3.2 

2.3 

15.9 

10.3 

Lung ca. 
NCI-H460 

0.0 

0.0 

0.0 

0.2 

0.2 

0.1 

0.3 

0.0 

0.1 
0.2 

0.3 
0.7 

Lung ca. 
HOP-62 

0.5 

0.0 jo.o 

0, 

0.6 
2.4 

1.0 

0.6 

0.0 

Lung ca. 
NCI-H522 

1.7 

0.0 

0.6 

2.3 

1.7 

1.3 

2.5 

27.7 

8.9 

Liver 

0.1 

0.0 

0.0 

0.0 j0.! 

0.0 

0.0 

0.4 

5.3 

j2.0 

Fetal Liver 

0.3 

0.0 

0.3 

1.1 

oj> 

0.6 

0.5 

o.s 

23.0 

Z2 

Liver ca. 
HepG2 

0.1 

0.0 

0.3 

0.2 

0.1 

0.0 

0.2 

0.9 

7.3 

2.4 

Kidney 
Pool 

27.9 

6.5 

0.0 

47.0 

34.9 

33.9 

28.1 

14.6 

5.3 

32.8 

Fetal 
Kidney 

1.4 

0.0 

0.0 

4.9 

5.1 

4.1 

4.0 

3.4 

20.2 

11.5 
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Renal ca. 
786-0 

1 

0.2 jo.O 

0.0 

0.2 |0.2 

0.3 

! j 
0.1 iO.O 

t 

1 .7 l|0.9 

Renal ca. 
A498 

o.o jo.o 

1.8 

i 

0.2 

0.1 

0.0 

. "I 

0.3 j3.8 

23.0 |8.5 

Renal ca. 
ACHN 

1.5 jo.O 

0.5 

2.5 

0.7 

1.7 

9 1 1 
1.5 |0.5 j3.8 |2.5 

Renal ca. ' 
UO-31 

0.3 jo.O 

0.0 

J 

0.5 jo.3 

0.2 

0.2 jo.O j0.7 |o.3 

Renal ca. j L 
TK-IO V I 

0.4 

i 

3.1 {2.5 1 
t 

2.0 

f 1 1 
1.9 0.5 !6.4 

j i ) 

4.6 

Bladder j4.2 jo.O 

0.0 

5.9 13.0 


— T~ " 7 • — 

5.1 |0.9 |3.2 

6J _ 

Gastric ca. 
(liver met.) 
NCI-N87 

0.9 

1 

0.0 

0.0 

1.7 

1.7 

1 

1 

0.9 jl.2 

! 

0.8 Il7.8 

i ... 

6.7 

Gastric ca. 
KAT01II 

0.4 *0.0 

0.5 

0.8 

0.4 

0.2 

0.3 

0.4 ! 1 .3 

0.9 
1.2 

Colon ca. 
SW-948 

0.0 

0.0 
9.5 

1.5 

0.2 

0.0 

0.2 

0.2 

i ! 
i 

2.2 !6.1 

Colon ca. 
SW480 

20.9 ; 

5.2 

41.8 

39.0 

27.0 

23.3 

i 

| 

6.3 i39.0 1 

1 

33.7 

Colon ca.* 
(SW480 
met) 
SW620 

i 

13.3 !7.7 

i 

4.8 

16.4 

15.5 

12.8 

i ! 

10.3 17.2 171.2 

! I 

25.0 

Colon ca. 
HT29 

Colon ca. 
HCT-116 

0.2 

0.0 

0.0 

0.0 

0.0 

0.2 

1 

0.2 

0.3 ' 

_ 

3.5 

0.3 


1.6 

0.2 

3.2 

3.8 

2.5 

2.0 

0.6 

6.4 
78.5 

4.3 
38.2 

Colon ca. 
CaCo-2 

15.0 

10.4 

3.6 

L — _ 

27.0 

22.2 

19.1 

16.7 

6.5 

Colon 
cancel' 
tissue 

9.0 

i 

0.0 

3.3 

11.0 

6.5 

11.9 

7.6 

4.4 

— ~ * — i 
21.9 

20.4 

Colon ca. 
SW1116 

! 

1.3 |0.0 
i 

3.0 

2,5 

1.7 

2.0 

1.5 

2.1 

19.5 

6.0 
0.8 

Colon ca. 
Colo-205 

i 

0.1 

0.0 

[o.4 

0.3 

0.2 

0.2 

0.0 

1.3 >3.0 

Colon ca. 
SW-48 

0.8 

0.0 

I 

3.6 

1.4 

1.3 

1.5 

1.5 

i 

3.0 j4.2 

2.6 

Colon Pool 

20.3 

0.0 

5.0 

28.1 

28.7 

23.2 

18.7 

8.1 

3.1 

20.6 


668 


WO 2003/023008 


PCT/US2002/028596 


. — , 

Small \ 
Intestine 514.0 jO.O 
Pool j ! 

1.7 

j 

17.1 j 

10.5 

11.2 

13.0 

1 

1 

2.0 1 

! 

2.5 

10.4 

Stomach j gl j 0Q 
Pool l ' | 

2.3 

14.3 }62 

i 

9.5 

9.3 

4.2 | 

1.1 

10.7 

Bone 

Marrow 

Pool 

~ ~ j ] 

? i 

6.8 !0.0 

i 

1 6 

I .V 

] 

14.3 

11.3 

10.2 * 

8.7 

3.5 i 

j 

1.1 

12.5 

Fetal Heart 

io.i jo.o 

2.3 

25.5 

24.3 

24.5 

21.8 

— 1 

8.6 

2.7 

20.7 

Heart Pool 

28.7 <5.2 

7.0 

29.7 

23.0 

25.9 

17.2 

i 

10.7 ' 

3.4 1 

26.1 

Lymph 
Node Pool 

17.6 | 

0.0 

6.1 

33.7 

30.4 

22.1 

23.7 

6.7 

2.8 

24.7 

Fetal ! 

Skeletal 

Muscle 

31.9 

36.9 

5.2 

54.3 

46.7 

48.6 

.. 

46.3 

19.2 , 
— 

57.0 

50.7 

Skeletal j 
Muscle 
Pool \ 

i7.4 ; 

12.3 

9.2 


29.3 

21.5 

29.5 

25.9 

22.7 

24.3 

32.3 



Spleen Pool|o.9 

0.0 

0.0 

1.9 

2.0 

2.0 

1.7 

0.6 

2.6 

y 

Thymus 
Pool 

4.4 

0.0 

2.0 

10.4 

7.5 

8.1 

r 

9.4 

3.1 

1.4 

n . 

7.0 

CNS cancer 

(glio/astro) 

US7-MG 

9.8 

1.6 

1.5 

I 

14.9 

6.1 

i 

10.7 

10.0 

2.2 

6.3 

14.1 

. 

CNS cancer 

(glio/astro) 

U : 118-MG^ 

3.5 

0.0 

0.3 

4.7 

1 

! 

2.9 

3.S 

: 

3.1 

0.8 

5.1 

5.8 

CNS cancer 
(neuro;met) 
SK-N-AS 

1.9 

i„ _ 

0.0 

0.0 

2.6 

1.7 

i 

2.1 

1.0 

0.5 

3.9 

2.6 

CNS cancer 
(astro) SF- 
539 

0.1 

0.0 

0.0 

0.0 

i 

i 

j0.2 

0.1 

0.2 

0.2 

0.3 

0.1 

CNS cancer 

(astro) 

SNB-75 

|s.i 

!1.9 

t 

1.. 

LI 

14.9 

1 

|5.9 

i 

6.5 

10.0 

j2.S 

i 

2.4 

9.7 1 

CNS cancer 
(glio) SNB- 
19 

79.6 

|s4.1 
i 

79.0 

100.0 

i 

100.0 

100.0 

100.0 

\ 


5.2 

100.0 
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i ! 
CNS cancer'' \ 
(glio)SF- *8.2 
295 j i 

1.8 

0.0 

11.3 

9.0 

1 

8.0 

: 

1 

7.8 

1.5 

14.9 

14.8 

Brain 

(Amygdala) 
Pool 

3.7 1 

2.3 

0.8 

7.7 

6.9 

6.2 ; 

4.8 

4.4 

1.1 

5.3 

Brain 

(cerebellum 
) 

12.0 

6.6 

0.4 

19.8 

11.1 

i 

10.7 | 

.. 

9.7 

1.2 

1.4 

9.7 

Brain 
(fetal) 

4.2 


A 1 
\). 1 

1 O 7 i 

12. / 

• 

i 1 r 
I 1 ,D 

a a. 

0.0 

D.O 

7 1 
Z. 1 

i i 
i.i 

6 A 
O.H- 

Brain 

(Hippocam 
pus) Pool 

7.5 

3.1 

3.2 

11.7 

11.0 

8.6 j 

6.9 

4.3 

2.0 

10.2 

Cerebral 
Cortex Pool 

9.7 

1 H 

U.O 

1 1 f\ 


7 ^ 

0.7 

7 Ci 

2.0 

i n 

O. / 

Brain 

(Substantia 
nigraj roui 

7.4 

1.8 

2.2 

11.7 

i 

a. 

10.4 

4.7 

2.0 

i.i , 

9.3 

Brain 

^ i naianms j 
Pool 

. tj _ 

1.0 

r 

0.0 

I . 

2.7 

13.2 

10.0 

9.3 

0.2 

2.8 

3.2 

8.7 

Brain 
(whole) 

Spinal Cord 

roui 

6.1 

0.0 

0.4 

10.6 

8.0 

;5.s 

0.3 

1.9 

1.9 

8.7 

10.1 

3.2 

2.3 

14.7 

12.8 

11.0 

7.6 

4.2 

2.9 

9.0 

Adrenal 
Gland 

3.5 

0.0 

0.3 

9.9 

6.1 

3.9 

3.7 

0.9 

0.7 

4.1 

Pituitary 
gland Pool 

0.9 

0.0 

0.0 

1.1 

0.8 

1.2 

1.1 

0.6 

0.4 



0.5 

Salivary 
Gland 

0.9 

0.0 

0.0 

1.8 

1.1 

1.3 

0.9 

0.0 

0.2 

1.0 

Thyroid 
(female) 

2.0 

0.0 

0.3 

3.1 

0.8 

2.5 

2.5 

1.3 

0.8 



2.3 

Pancreatic 
ca. 

CAPAN2 

0.5 

0.0 

0.0 

0.8 

0.8 

0.7 

0.6 

0.6 

4.6 

2.2 

Pancreas 
Pool 

1.2 

0.0 

0.0 

2.0 

1.1 

1.1 

1.6 

1.0 

2.6 

2.3 
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Tissue Name 

Rel. 

Exp.(%) 
Ag4983, 
Run 

218623570 , 

Rel. 

Exp.(%) 
Ag6413, 
Run 

269239947 

Rel. 

Exp.(%) 
Ag6425, 
Run 

268713999 

Rel. 

Exp.(%) 
Ag6428, 
Run 

268767535 

Rel. 

Exp.(%) 
Ag6430, 
Run 

268767563 

Rel. 

Exp.(%) 
Ag6431, 
Run 

268767577 

Secondary Thl act 

0.1 i 

0.3 

0.0 

1.3 

0.0 

0.7 

Secondary Th2 act 

0.5 

0.3 

0.0 

1.2 

0.0 

0.8 

Secondary Trl act 

0.0 

0.0 

0.0 

0.0 

0.0 

0.7 

Secondary Thl rest 

0.1 

0.0 

0.0 

0.0 

0.0 

0.0 

Secondary Th2 rest 

0.3 

0.0 

0.0 

0.0 

0.0 

0.0 

Secondary Trl rest ■ 

0.1 


0.0 ■ 

0.4 

0.0 

0.0 _ 

Primary Thl act 

0.0 

0.0 

0.0 

0.0 

0.0 

0.0 

Primary Th2 act 

0.2 

0.4 

0.0 

0.3 

0.0 jo.4 

Primary Trl act 

0.1 

0.0 

0.0 

on 

OX) |o.7 

Primary Thl rest 

0.0 

0.0 

0.0 

0.1 

0.0 J0.3 

Primary Th2 rest 

0.0 

0.0 

0.0 

0.4 

0j0 (0.2 

Primary Trl rest 

0.3 

0.0 

0.0 jo.o 

0.0 

0.0 

0.0 
2.4 

K^LJ^f Jrvri v^LyH- 

lymphocyte act 

0.4 

2.8 

0.0 b.4 

i 

i . . .. 

lymphocyte act 

0.1 

2.2 

0.0 

1.5 

0.0 

0.7 

CDS lymphocyte act 

0.4 

10.9 

1 M 

0.0 

0.7 

0.0 

0.0 

Secondary CD8 

Secondary CDS 
lymphocyte act 

0.1 
0.0 

0.0 

0.0 

8.8 

0.0 

0.0 

0.1 

0.0 

0.4 

0.0 

0.3 

CD4 lymphocyte 
none 

0.1 

0.0 

0.0 

0.5 

0.0 

0.4 

2ry 

Thl/Th2/Trl anti- 
CD95 CH11 

0.3 

0.2 

0.0 

0.0 

0.0 

0.0 

LAK cells rest 

5.6 

5.0 

■2.7 
jO.O 

11.8 

0.1 

3.8 

LAK cells 1L-2 

0.4 

0.3 

0.0 

0.0 

0.0 

LAK cells IL-2+IL- 
12 

0.2 

0.0 

1 

0.0 

0.0 

0.0 

0.0 
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LA K cells IL-2+IFN 
gamma 

0.1 

0.3 

0.0 

0.0 

1 

0.0 

0.0 

18 

0.0 

0.0 

0.0 

0.0 

0.0 

0.0 

I AK celk 
PMA/ionomycin 

4.5 

4.0 

15.7 

15.1 ]o.l 

1 

. ! 

6.3 

NK Cells IL-2 rest 

0.9 

0.1 

0.0 

3.4 

0.0 

2.5 ^ 

Two Way MLR 3 
day 

1.4 

1.1 

0.0 

2.2 

0.0 

1.3 

Two Way MLR 5 
day 

4.5 

0.9 

0.0 

0.8 

0.0 

0.9 

Two Way MLR 7 
day 

2.3 

0.7 

13.2 

1.1 

0.0 

2.6 

PBMC rest 


0.0 

0.0 

0.0 

0.0 

0.0 j 

PBMC PWM 

0.6 

0.0 

0.0 

1.3 

0.0 

0.0 

PBMC PHA-L 

0.3 

0.2 

0.0 

0.6 

0.0 

0.7 

Ramos (B cell) none 

0.1 

0.0 

0.0 

0.0 

0.0 

0.0 

ionomycin 

" " " 

0.0 

0.0 

0.0 

0.7 

0.0 

r 

0.2 

B lymphocytes 
PWM 

0.5 

0.0 

0.0 

A A 

f\ A 

0.0 

B lymphocytes 
CD40L and IL-4 

0.2 

0.0 

0.0 

0.9 

0.0 

0.0 

EOL-1 dbcAMP 

3.7 

2.6 

9.1 

29.1 

0.1 

S.l 

EOL-1 dbcAMP 
PMA/ionomycin 

1.6 

0.7 

0.0 

i 

0.0 ! 

0.0 

2.7 

Dendritic cells none 

5.6 

3.1 

13.S 

4.1 

0.0 

5.3 

Dendritic cells LPS 

1.6 

0.3 

0.0 

1.0 

0.0 

0.7 

Dendritic cells anti- 
CD^ 

2.0 

1.6 

3.3 

0.5 

0.0 

0.2 

Monocytes rest 

0.2 

0.0 

0.0 

0.4 

0.0 

0.0 

Monocytes LPS 

2.2 

3.3 

0.0 

5.7 

0.0 

1.8 

Macrophages rest 

0.9 

1.8 

0.0 

0.6 i 

^ . 

0.0 

0.6 

Macrophages LPS 

7.5 

4.0 

0.0 

5-4 

0.1 

6.3 

HUVEC none 

0.1 

0.0 

0.0 

0.0 

0.0 

0.0 

1 1 
HUVEC starved JO.O jO.O 

0.0 

0.0 

0.0 

0.3 
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HUVEC IL-lbeta 

0.0 

0.0 

0.0 

0.0 

0.0 

0.5 

HUVEC I FN 
gamma 

0.2 

0.0 

0.0 

0.0 

0.0 

0.0 

HUVEC TNF alpha 
+ IFN gamma 

o.o 1 

0.0 

0.0 

0.0 

0.0 

0.0 

HUVEC TNF alpha 
+ IL4 

0.6 ! 

0.0 

0.0 

0.0 

0.0 

0.4 

HUVEC IL- 11 !0.0 i 

0.0 

0.0 

0.4 

0.0 

0.3 

" ~"" "; J 

Lung Microvascular j 0 

EC none 

1 — * 

0.3 

0.0 

0.4 

0.0 

0.0 

Lung Microvascular 
EC TNFalpha+ IL- 
lbeta 

i 

0.1 

0.0 

0.0 

0.0 

0.0 

0.0 

Microvascular 
Dermal EC none 

0.1 

0.0 

0.0 

0.0 

0.0 

0.0 

Microsvasular 
Dermal EC 
TNFalpha+ IL- 
lbeta 

0.1 

0.0 

0.0 

0.0 

0.0 

0.0 

Bronchial 
epithelium 
•piFaipha + lLlbeta 

0.0 

0.0 

0.0 

0.0 

0.0 

0.0 

jsmall airway 
jepithelium none 

0.0 

0.0 

0.0 

0.0 

0.0 

0.0 

Small airway 
epithelium 
TNFalpha + IL- 
lbeta 

0.3 

0.0 

0.0 

0.0 

0.0 

1 

0.0 

Coronery artery 
SMC rest 

0.1 

0.6 

0.0 

0.0 

0.0 

0.0 

Coronery artery 
SMC TNFalpha + 
IL-lbeta 

0.4 

0.9 

1 

6.2 

0.3 

0.0 

1.5 

Astrocytes rest 

67.8 

97.3 

100.0 

100.0 

12.0 

100.0_ 

Astrocytes 
TNFalpha + IL- 
lbeta 

100.0 

100.0 

» , . -r i iii i 

74.2 

97.3 

100.0 

74.7 

KU-8 12 (Basophil) 
rest 

0.1 

0.0 

0.0 

0.0 

0.0 

0.4 

KU-8 12 (Basophil) 
PMA/ionomycin 

0.0 

0.0 

0.0 

0.0 

0.0 

0.0 
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L,CL> 1 I UO 

(Keratinocytes) none 

0.2 

0.0 

0.0 

0.0 

0.0 

0.8 

CCD1106 
(Keratinocytes) 
TNFalpha + IL- 
lbeta 

0.3 

0.0 

0.0 

0.0 

0.0 

0.0 

Liver cirrhosis 1 

2.3 . 

7.2 

4.6 

2.6 

0.0 

6.7 

NCI-H292 none 

0.3 

0.3 

0.0 

1.7 

0.0 

0.6 

NCI-H292 1L-4 

0.3 

0.0 

0.0 

0.0 

0.0 

0.5 

NCI-H292 IL-9 

0.3 

0.0 

0.0 

0.7 

0.0 

0.5 

NCI-H292IL-13 

0.6 

0.6 

0.0 

0.9 

0.0 

0.9 

NCI-H292 IFN 
gamma 

< 

0.2 i 

0.0 

0.0 

0.5 

0.0 

0.6 

HPAEC none 

0.0 

0.3 

0.0 i 

0.0 

0.0 

0.0 

HPAEC TNF alpha 
+ IL-lbeta 

0.0 

0.3 

0.0 

0.0 

0.0 

0.0 

Lung fibroblast none 

29.7 

62.9 

31.4 

95.9 

0.2 

65.5 

Lung fibroblast TNF 
alpha + IL-1 beta 

16.0 

36.9 

22.2 

48.6 

s 

0.1 j39.8 

Lung fibroblast IL-4 

26.1 

28.7 

19.1 

27.4 

0.1 

21.2 

Lung fibroblast IL-9 

28.5 

42.0 

23.5 

24.0 

0.1 



26.8 

Lung fibroblast IL- 
13 

31.6 

14.6 

4-5 

11.9 

0.0 

;10.4 

1 

Lung fibroblast IFN 
gamma 

20.4 

32.8 

15.7 

55.9 

0.2 

46.3 

Dermal fibroblast 
CCD1070 rest 

2.5 

2.9 

0.0 

6.0 

0.0 

6.3 

Dermal fibroblast 
CCD1070 TNF 
alpha 

1.1 

1.3 

0.0 

2.7 

0.0 

0.8 

Dermal fibroblast 
CCD1070 IL-1 beta 

1.9 

2.9 

i 

0.0 

5.6 

0.0 

1.3 

Dermal fibroblast 
IFN gamma 

9.3 

20.3 

8.5 

30.6 

0.1 

20.2 

Dermal fibroblast 
IL-4 

10.7 

14.6 

4.1 

30.8 

0.1 

19.8 

Dermal Fibroblasts 
rest 

24.8 

42.3 

8.0 

54.3 

0.1 

46.7 
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Neutrophils 
TNFa+LPS 

0.7 

0.0 

0.0 

0.9 



0.0 

0.4 

Neutrophils rest 

0., 

0.0 


r — *- 

0.0 

0.0 

0.3 

Colon 

7.9 

4.7 

4.0 

4.6 

0.0 

9.5 

Lung 

2.2 

1.2 

0.0 

2.8 

0.0 

4.6 

Thymus 

3.1 

0.8 

0.0 

0.0 


0.4 

Kidney 

4.2 

4.4 

4.9™ 

u - 

7.8 

0.1 

9.7 


Table ATO . general oncology screening panel j/_2.4 


Tissue Name 

i 

i 

ReLExp.(%) 
Ag4983,Run 
260281959 

• 

Rel. Exp.(%) 
Ag6442,Run j 
264979180 

j 

Tissue Name 

Rel. Exp.(%) 
Ag4983, Run 
260281959 

Rel. Exp.(%) 
Ag6442, Run 
264979180 

Colon cancer 1 |12.1 
Colon NAT 1 jlOO.O 

j 

22.7 J^ d ±,i:^ A L 2 . i[-7 

100.0 (Bladder NAT 3 io.2 

1.4 
4.8 

Colon cancer 2 |6.5 

0.0 (Bladder NAT 4 |27.0 

66.0 

Colon NAT 2 jS.O 

15 1 ! Pr0State \qo 

i adenocarcinoma 1 V 

7.5 

Colon cancer 3 

7 4 <2 8 ! Pr0State 

] ' ^adenocarcinoma 2 

r 



8.0 

Colon NAT 3 

39.8 

4o.i l p r tate • , 

[adenocarcinoma 3 

14.3 

9.0 

Colon malignant 
cancer 4 

15.0 

.... 

9.5 



Prostate 

adenocarcinoma 4 

16.4 

9.1 

Colon NAT 4 

3.5 

0.9 

Prostate NAT 5 

16.8 

9.9 

Lung cancer 1 

1.4 

6.6 

Prostate 

adenocarcinoma 6 

3.2 

7.7 

Lung NAT 1 

0.6 

0.0 

Prostate 

adenocarcinoma 7 

9.2 

17.3 

Lung cancer 2 

26.6 

15.9 

Prostate 

adenocarcinoma 8 

3.0 

... 

0.0 

Lung NAT 2 

2.7 

0.0 

Prostate 

adenocarcinoma 9 

27.0 

33.9 

Squamous cell 
carcinoma 3 

5.6 

8.3 

Prostate NAT 10 

3.8 

4.9 

Lung NAT 3 

0.8 

0.0 (Kidney cancer 1 

24.0 

16.5 

Metastatic 
melanoma 1 

27.2 

49.0 iKidney NAT 1 

15.6 

7.2 
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Melanoma 2 

2.5 

1.1 

i 

Kidney cancer 2 j9 1 .4 

73.7 
19.2 

Melanoma 3 

2.3 

13.8 

Kidney ina i / 4 zz.\ 

Metastatic 
melanoma 4 

33.9 

24.0 

I 

Kidney cancer 3 j27.0 

21.3 

Metastatic 
melanoma 5 

34.6 

31.4 

1 " " " " 

Kidney NAT 3 (9.3 

11.4 

Bladder cancer 1 

1.3 

2.1 

Kidney cancer 4 |20.0 

25.7 

Bladder NAT I 

0.0 

0.0 

Kidney NAT 4 js.2 

14.9 

Bladder cancer 2 

8.7 

19.3 

: 


CNS_neurodegeneration_vl.O Summary: Ag4983/Ag6413/ 
Ag6428/Ag6430/Ag6431/Ag6440/Ag6442/Ag6446 Seven experiments with different probe 
and primer sets are in excellent agreement. This panel confirms the expression of this gene 
at low levels in the brains of an independent group of individuals. However, no differential 


5 expression of this gene was detected between Alzheimer's diseased postmortem brains and 
those of non-demented controls in this experiment. See Panel 1 .4 for a discussion of this 
gene in treatment of central nervous system disorders. 

Ag6424/ Ag6425 Expression of this gene is low/undetectable (CTs > 35) across all 
of the samples on this panel (data not shown). 

10 General_screening_panel_vl.4 Summary: Ag4983 Highest expression of this 

gene is detected in a brain cancer SNB-19 cell line (CT=28). Moderate to low levels of 
expression of this gene is also seen in a number of cancer cell lines derived from gastric, 
colon, lung, renal, breast, ovarian, prostate, melanoma and brain cancers. Thus, expression 
of this gene could be used as a marker to detect the presence of these cancers. Furthermore, 

15 therapeutic modulation of the expression or function of this gene may be effective in the 
treatment of pancreatic, gastric, colon, lung, liver, renal, breast, ovarian, prostate, squamous 
cell carcinoma, melanoma and brain cancers. 

Among tissues with metabolic or endocrine function, this gene is expressed at 
moderate levels in pancreas, adipose, adrenal gland, thyroid, pituitary gland, skeletal 
20 muscle, heart and the gastrointestinal tract. Therefore, therapeutic modulation of the activity 
of this gene may prove useful in the treatment of endocrine/metabolicaliy related diseases, 
such as obesity and diabetes. 
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In addition, this gene is expressed at moderate levels in all regions of the central 
nervous system examined, including amygdala, hippocampus, substantia nigra, thalamus, 
cerebellum, cerebral cortex, and spinal cord. Therefore, therapeutic modulation of this gene 
product may be useful in the treatment of central nervous system disorders such as 
5 Alzheimer's disease, Parkinson's disease, epilepsy, multiple sclerosis, schizophrenia and 
depression. 

GeneraLscreening^paneljvl.S Summary: Ag6442 Highest expression of this 
gene is seen in skeletal muscle (CT=28). Expression of this gene is higher in adult (CT=28) 
as compared to the fetal skeletal muscle (CT=3 1). Therefore, expression of this gene may be 
10 used to distinguish fetal from adult skeletal muscle. 

In addition moderate to low levels of expression of this gene is also seen in all the 
regions of central nervous system, in tissues with metabolic/endocrine functions and in a 
number of cancer cell lines derived from melanoma, brain, colon, lung, and ovarian cancers. 
This expression pattern is consistent with the expression seen in panel 1 .4. See panel 1 .4 for 
1 5 further discussion on the utility of these genes. 

General_screening_panel_vl.6 Summary: Ag641 3/ Ag6424/Ag6425/ 
Ag6428/Ag6431/Ag6440/ Ag6446/Ag6964 Highest expression of this gene is detected in 
skeletal muscle, ovarian cancer IGROV-1 cell line, lung cancer LX-1 cell line and brain 
cancer SNB-19 cell lines (CTs=25-33.7). In addition, consistent with expression seen in 
20 panel 1.4, moderate to low levels of expression of this gene is also seen in all the regions of 
central nervous system, tissues with metabolic/endocrine functions, and number of cancer 
cell lines. See panel 1 .4 for further discussion of this gene. 

Panel 4.1D Summary: Ag4983/Ag6413/Ag6425/Ag6428/Ag6431 Highest 
expression of this gene is detected in both resting and cytokine activated astrocytes 
25 (CTs=22-33.5). Therefore, therapeutic modulation of this gene or the design of therapeutics 
with the encoded protein could be important in the treatment of multiple sclerosis or other 
inflammatory diseases of the CNS. 

In addition, moderate to low levels of expression of this gene is also seen in resting 
and cytokine treated lung and dermal fibroblasts, as well as in normal tissues represented by 
30 colon, lung, thymus and kidney. Therefore, modulation of the gene product with a 

functional therapeutic may lead to the alteration of functions associated with these cell types 
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and lead to improvement of the symptoms of patients suffering from autoimmune and 
inflammatory diseases such as asthma, allergies, inflammatory bowel disease, lupus 
erythematosus, psoriasis, rheumatoid arthritis, and osteoarthritis. 

Low levels of expression of this gene is also seen in liver cirrhosis. Therefore, 
5 antibodies or small molecule therapeutics could reduce or inhibit fibrosis that occurs in liver 
cirrhosis. 

Ag6424/Ag6440 Expression of this gene is low/undetectable (CTs > 35) across all 
of the samples on this panel (data not shown). 

general oncology screening panel_v_2,4 Summary: Ag49S3/Ag6442 Two 
10 experiments with different probe and primer sets are in excellent agreement. Highest 
expression of this gene is seen in normal colon (CTs=29-32). Expression of this gene in 
normal colon is higher than in the corresponding cancer samples (CTs=32-34). Therefore, 
expression of this gene may be used to distinguish between these two samples. 

Moderate expression of this gene is seen in both normal and cancer samples derived 
15 from colon, lung, bladder, prostate and kidney, as well as, in melanomas. Expression of this 
gene seems to be higher in kidney and lung cancers as compared to the corresponding 
normal adjacent samples. Therefore, expression of this gene may be used as marker to 
detect the presence of lung and kidney cancers. Furthermore, therapeutic modulation of this 
gene may be useful in the treatment of melanoma, colon, lung, bladder, prostate and kidney 
20 cancers. 

AU. CG56054-14: Integrin alpha 7-like protein. 

Expression of gene CG56054-14 was assessed using the primer-probe sets Ag4983, 
Ag6442, Ag6428, Ag6429, Ag6431, Ag6435, Ag6439, Ag6447, Ag6413 and Ag6964, 
described in Tables AUA, AUB, AUC, AUD, AUE, AUF, AUG, AUH, AUI and AUJ. 
25 Results of the RTQ-PCR runs are shown in Tables AUK, AUL, AUM, AUN, AUO and 
AUP. 


Table AUA . Probe Name Ag4983 


j 1 

Primers (Sequences ILengtli 

_ . , ' i . .. 

Start 
Position 

SEQ ED No 

c i . j 

Forward i22 
lccaggtcaccttctacctcatc-3 1 j 

2342 

633 ! 
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Probe 

TET-5 1 - 

cttagcacctccgggatcagcatt- 
3 ' -TAMRA 

24 i 

2364 

634 

Reverse 

5'- 

aacagcagctctacctccagtt-3 \ 

22 

2398 

635 


Table AUB . Probe Name Ag6442 


Primers 

Sequences I 

^ength 

Start Position 

SEQ ID No 

Forward 

5' - : 
gatgtggacagtagggatagga-3 ' 


2781 

636 

Probe 

TET-5 1 - 

ccacctgagcagcaggagcct-3 ' - 1 
TAMRA 

< 

n \ 

2820 

637 

Reverse Js • -gcgcagtccagggtg-3 1 1 

5 1 

2906 

638 

Table AUC. Probe Name As6428 

Primers jSequences jLength 5 

Start Position 

SEQ ID No 

Forward 

5 1 -cttcatctaccatgggagca- L- 
3 1 t 

1301 

639 

Probe 

■ j "" 

TET-5* - 

ccttcacaggtgctggagggc- ;21 
3 * - TAMRA j 

1341 

640 

Reverse js « -agggagtagccgaagctct- j w 

1378 

641 

Table AUD. Probe Name Ag6429 

i 

Primers jSequences 

Length 

Start Position 

SEQIDNo 

Forward j5 • -ccgtgccccagtaccat-3 • 

17 j3289 

642 

TET-5 ' - 

Probe cgggcaccatcctgaggaacaac- 
|3 ' -TAMRA 

23 

J3355 

643 

Reverse |s 1 -gggcccagccaggat-3 ' 
Table AUE. Probe Name As643 1 


ESI— 

644 

Primers 

Sequences 

^ength 

Start 
Position 

SEQ ID No 

Forward 

5' -aaacatcaccctggactgc-3 1 

19 

2900 

645 

Probe 

TET-5' - 

tggtgttcagctgcccactctacag- 
3 ' -TAMRA 

25 

2941 

1 646 
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Revise | 

5 ' -ccgcgcggtcaaa-3 1 


13 


|2967 

647 

Table AUF. Probe Name As6435 






Primers jSequences 

Length 

Start Position 

SEQ ID No 

Forward 

5' -ggccagggtggagct-3 • 

15 

731 

648 

Probe 

TET- 5 1 - 

acctggcacacctggacgacg- 
3 ' -TAMRA 

21 

766 

649 

Reverse 

5 ' -cagggaccgggatga-3 * 

» — 

829 

650 

Table AUG. Probe Name As6439 

Primers 

Sequences 

Length 

Start Position 

SEQ ID No 

Forward 

— . ^ ■ — — , 

5 ' -ctgtggtggcagaaggagt- 
3 1 

19 

3157 

651 

Probe 

TET-5» - 

ccctggtgggtcatcctcctg- 
3 ' -TAMRA 

21 

3177 

652 

Reverse 

5 • - 

gaagaatcccatcttccacag-3 ' 

21 

3243 

653 

Table AUH. Probe Name A26447 






Primers 

Sequences 


Length 

Start 
Position 

jSEQ ED No 

Forward 

5 ' -gacgacggtccctacga-3 • 


17 


730 

•654 

Probe 

TET- 5' - 

tcatcccggtccctgccaa-3 1 - 
TAMRA 

19 


S29 

655 

Reverse 

5 ' - 

gtcaatagagaagccaaagtagct- 
3 1 

24 

849 

656 


5 Table AUI . Probe Name Ag64 1 3 


Primers {Sequences 

Length 

Start Position 

SEQ ID No 

i 

\S 1 - 

jggtgaagacaagatctgccag-3 ' 

21 

1980 

657 

jTET- 5 ' - 

Probe tgtacccgggtcagcgacacg- 
(3 1 -TAMRA 

21 

2031 

658 

Reverse js ' -gctgttgttccatccacatc- 

20 

2073 

659 
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Table ALU . Probe Name Ag6964 


Primers 

Sequences 

Length 

Start Position 

SEQ rD No 

Forward 

5* -ggccccagacatgca-3 1 

" _ 1 

29S6 

660_ 

Probe 

TET-5* - 

actctacagctttgaccgcgcgg- 
3 ' -TAMRA 

23 

2957 

661 

Reverse 

5 * -gccaactgtgtggtgttca-3 ' 

19 

2931 

662 

Table AUK. CNS neurodegeneration vl.O 


Tissue 
Name 

" ' i 
Rel. 

Exp.(%) , 

Ag4983, 

Run 

21864922 
3 

J\C1. 

Exp.(%) 
Ag6413, 
Run 

26925398 
3 

JEXCI* 

Exp.(%) 
Ag6428, 
Run 

26693708 
1 

rvci. 

Exp.(%) 
Ag6431, 
Run 

26803072 
2 

Rel. 

Exp.(%) 
Ag6435, 
Run 

26925399 
7 

' ~ 

Rel. 

Exp.(%) 
Ag6439, 
Run 

26925400 
2 

Rel. 

Exp.(%) 
Ag6442, 
Run 

26497929 
8 

Rel. 

Exp.(%) 
Ag6447, 
Run 

26925400 

AD 1 
Hippo 

23.7 

24.8 

18.0 

18.8 

17.1 

; 1 
21.6 |I9.2 

18.8 

AD 2 
Hippo 

AD 3 
Hippo 

41.2 

52.9 

32.3 

28.7 

27.9 

28.9 

49.7 
20.4 

10.4 

8.9 

6.4 

3.7 

7-5 

4.8 

6.1 
17.6 

0.0 



* D4 !l4.8 
Hippo ; 

25.5 

10.7 

18.8 

18.3 

56 

4, 

" 

11.0 

t DS Us 

Hippo j 

41.8 

53.2 

38.4 

46.7 

42.6 

57.4 

AD 6 
Hippo 

100.0 

100.0 

100.0 

100.0 

100.0 

100.0 

90.1 

100.0 

Control 2 
Hippo 

r 

24.3 

36.1 

18.7 

29.5 

S.5 

32.5 

28.5 

3.1 

Control 4 
Hippo 

42.9 

43.8 

27.0 

32.3 

29.9 

37.9 

86.5 

43.8 

Control 
(Path) 3 
Hippo 

14.2 

11.4 

4.6 

6.0 

5.2 

6.4 

0.0 

5.3 

AD 1 

Temporal 

Ctx 

23.3 

15.9 

12.9 

17.1 

12.8 

24.5 

16.8 

9.0 

AD 2 

Temporal 

Ctx 

41.5 

47.3 

31.0 

39.8 

45.1 

27.5 

21.6 

21.0 
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AD 3 

Temporal 

Ctx 

9.5 

9.8 

6.0 

11.3 

r~" 

4.1 

9.0 

5.7 

1 

3.9 

IAD 4 

'Temporal 

(Ctx 

30.6 

39.0 

20.2 

25.3 

6.8 

30.4 

8.7 

7.7 

|aD 5 Inf 
Temporal 
Ctx 

45.4 

37.1 

39.2 

36.3 

1.6 

i 

41.8 

73.7 

23.7 

AD 5 Sup 
Temporal 
Ctx 

51.1 

r 

39.0 

42.0 

32.3 

33.2 



38.7 

i 

55.9 

11.4 

AD 6 Inf 
Temporal 
Ctx 

38.2 

59.9 

49.3 

46.7 

52.1 

j 

47.6 

76.8 

8S.9 

AD 6 Sup 
Temporal 
Ctx 

43.8 

48.6 

48.3 

1 

j 

50.3 |37.6 

50.3 

59.9 

61.1 

1 

Control 1 
Temporal 
Ctx 

12.2 

I 

23.0 

12.9 

j 

i5.6 \e.i 

\ 

24.0 

46.7 

r 

2.8 

Control 2 
Temporal jl4.2 
Ctx ] 

32.5 

1 - 
1S.2 

17.4 
14.5 

7.3 

14.9 

50.0 



16.0 

Control 3 
Temporal 
jCtx 

15.1 

15.3 

9.6 

4.4 

16.5 

9.5 

3.1 

Control 3 
Temporal 

Ctx : 

23.7 

25.0 

15.2 

13.1 

11.7 

23.8 

13.6 

13.6 

Control 
(Path) 1 
Temporal j 
Ctx 

26.1 ; 

• 

47.0 

27.0 

30.6 

i 

! 

24.8 

39.8 

46.0 

i 

13.S 

Control j 
(Path) 2 | 
Temporal j 
Ctx ! 

24.5 

25.9 

16.0 

! 

i 

20.4 | 

! 

9.8 

24.8 

0.0 

2.6 

Control ] 
(Path) 3 
Temporal 
Ctx j 

11.7 

16.0 

7.5 

10.9 

3.5 

11.9 

31.0 

6.3 
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1 

Control 
(Path) 4 
Temporal 
Ctx i 

21.9 

27.4 

17.1 

18.2 

14.8 

21.6 

39.5 

7.0 

AD 1 

Occipital ; 
Ctx 

16.0 

11.9 

10.2 - 

_ . 

11.5 

15.0 

16.0 

6.3 

0.0 

AD 2 

Occipital 

Ctx 

(Missing) 

0.0 

0.0 

0.0 

0.0 

0.0 

0.0 

; 

0.0 

0.0 

AD 3 

Occipital 

Ctx 

10.7 

6.0 

6.4 

8.8 

8.0 

' — S 

10.2 

4.9 

0.0 

AD 4 

Occipital 

Ctx 

. r . 1 _ lirv . , . . 

j 

} 

18.9 ; 

23.7 

13.0 



i 

i 

17.9 |6.8 

! 
1 

18.6 

11.1 

3.5 

AD 5 

Occipital 

Ctx 

24.8 

28.3 

25.3 

' '■" i 

1 

22.5 112.7 

I 

i 

22.7 

_ 

42.3 

3.8 

AD 6 

Occipital 

Ctx 

20.6 

31.9 

20.2 

17.0 

5., 

22.1 

14.8 

8.5 

Control 1 
Occipital 
Ctx _ 

9.5 

14.4 

6.0 

; - - 

8.7 
33.2 

4.. 

. - rLj 

7.2 

8.8 

_ 

1.3 

Control 2 
Occipital 
Ctx 

31.9 

42.6 

26.4 

20.3 

29.3 

82.4 

13.7 

Control 3 
Occipital 
Ctx 

18.8 

13.0 

10.7 

17.1 

7.5 

19.2 

8.8 

5.0 

i i 
1.3 

Control 4 
Occipital 
Ctx 

18.2 

17.0 

12.0 

12.6 

3.3 

13.6 

24.0 

Control 
(Path) 1 
Occipital 
Ctx 

38.2 

52.5 

35.6 

36.1 

25.9 

39.5 

100.0 

12.1 

Control 
(Path) 2 
Occipital 
Ctx 

9.6 

14.1 

6.7 

7.9 

7.4 

7.0 

9.3 

13.2 
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Control 

(Path) 3 J 48 

Occipital j 

Ctx j 

Control 
(Path) 4 
Occipital 
Ctx 


16.2 


Control I 
Parieta l Ctx 

Control 2 
Parietal Ctx j 

Control 3 
P arietal Ctx 

Control 
(Path) 1 
Parie tal Ctx: 

Control 
(Path) 2 
Pa rietal Ctx 

Control 
(Path) 3 
Parietal Ctx 1 

Control 
(Path) 4 2 
Parietal Ctx 


14.4 
32.8 
20.6 

35.4 
22.1 
11.2 
1.2 


8.7 


13.2 


21.9 


28.9 


19.8 


62.4 


23.8 


15.4 


34.2 


5.4 


13.2 


8.8 


34.4 


11.5 


34.2 


19.6 


3.9 


24.8 


6.0 


'2.3 


10.2 "21.0 


16.3 


28.3 


8.7 


39.2 


22.5 


;7.1 


8.8 


12.5 


41.2 


13.2 


22.5 


26.8 


7.5 


20.6 


5.9 


11.4 


15.7 


37.1 


10.8 


37.9 


jiS.7 


jl2.0 


27.9 


4.1 


!9.4 


32.8 20.4 


9.2 


5.0 


5.1 25.5 


9.1 


69.3 


37.6 


10.4 


27.5 


16.7 


4.2 


114.4 


!5.9 


9.4 


Table AUL . General_screening_panel_vl .4 


Tissue Name 

ReL Exp.(%) i 
Ag4983, Run 
218328386 

Tissue Name 

Rel. Exp.(%) 
Ag4983, Run 
218328386 

Adipose 

25.3 

Renal ca. TK-10 

3.0 

Melanoma* Hs688(A).T 

1.0 

Bladder 

7.0 

Melanoma* Hs688(B).T 

; 

Gastric ca. (liver met.) 
NCI-NS7 

1.9 

Melanoma* M14 

0.7 

Gastric ca. KATO III 

0.7 

Melanoma* LOXIMV1 

0.0 

Colon ca. SW-948 

0.1 

Melanoma* SK-MEL-5 

29.9 ^ ! 

Colon ca. SW480 

45.4 

Squamous cell carcinoma 
SCC-4 

0, 

Colon ca.* (SW480 met) 
SW620 

17.1 
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Testis Pool 

IU./ 

v^oion cd. n iz" j 

V.D 

Prostate ca.* (bone met) 
PC-3 

2.9 

Colon ca. HCT-116 

5.3 

Prostate Pool 

1S.4 

Colon ca. CaCo-2 

21.8 

Placenta 

0.4 

Colon cancer tissue 

12.7 

Uterus Pool 

Ovarian ca. OVCAR-3 

10.4 

Colon ca. SW1116 

2.4 

1.2 

Colon ca. Colo-205 

0.4 

Ovarian ca. SK-OV-3 

1.7 

Colon ca. SW-48 

1.5 

Ovarian ca. OVCAR-4 

0.6 

Colon Pool 

31.4 

Ovarian ca. OVCAR-5 

2.1 

Small Intestine Pool 

12.1 

Ovarian ca. IGROV-I 

87.7 

Stomach Pool 

13.6 

Ovarian ca. OVCAR-8 

10.6 

Bone Marrow Pool 

13.2 

Ovary 

4.7 

Fetal Heart 

24.1 

Breast ca. MCF-7 

0.4 

Heart Pool 

34.9 

Breast ca. MDA-MB-231 

0.4 

Lymph Node Pool 


Breast ca. BT 549 

0.6 

Fetal Skeletal Muscle 

55.1 

Breast ca. T47D 

5.1 

Skeletal Muscle Pool 

82.4 

Breast ca MDA-N 

1.0 

Spleen Pool 

3.3 

Breast Pool 

18.2 

Thymus Pool 

10.2 

Trachea 

8.9 

CNS cancer (glio/astro) 
U87-MG 

14.9 

Lung 

3.7 

CNS cancer (glio/astro) 
IM18-MG 

5.1 

Fetal Lung 

7.2 

CNS cancer (neuro;met) 
SK-N-AS 

2.6 

Lung ca.NCI-N417 

2.3 

CNS cancer (astro) SF- 
539 

0.2 

Lung ca. LX-1 

9.7 

CNS cancer (astro) SNB- 
75 

11.9 

Lungca. NCI-H146 

0.3 

CNS cancer (glio)SNB- 
19 

100.0 

Lung ca. SHP-77 

8.1 

CNS cancer (giio) SF-295 

14.6 

Lung ca. A549 

0.7 

Brain (Amygdala) Pool 

8.0 

Lung ca. NCI-H526 

0.4 

Brain (cerebellum) 

11.5 
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Lungca.NCI-H23 

6.4 {Brain (fetal) 

10.8 

Lungca. NCI-H460 


Brain (Hippocampus) 
Poo! 

11.6 

Lungca. HOP-62 

0.9 

Cerebral Cortex Pool 

12.9 

Lungca. NCI-H522 

2.2 

Brain (Substantia nigra) 
Pool 

15.9 

Liver 

0.2 

Brain (Thalamus) Pool 

13.7 

iFeta! Liver 

0.6 

Brain (whole) 

7.7 

Liver ca. HepG2 

0.3 

Spinal Cord Pool 

14.9 

Kidney Pool 

41.8 

Adrenal Gland 

7.9 

Fetal Kidney 

4.9 

Pituitary gland Pool 

1.3 

Renal ca. 786-0 

0.3 

Salivary Gland 

1.6 

Renal ca. A498 

0.4 

Thyroid (female) 

3.0 

|Renal ca. ACHN 

2.1 

Pancreatic ca. CAPAN2 

1.5 

[Renal ca. UO-3! 

0.6 

Pancreas Pool 

16.0 

Table AUM. General screening panel vl.5 

Tissue Name 

Rel. Exp.(%) 
Ag6442, Run 
264979530 

Tissue Name 

Rel. Exp.(%) 
Ag6442, Run 
264979530 

Adipose 

3.2 

Renal ca. TK-10 

0.8 

Melanoma* Hs688(A).T 

0.5 

Bladder 

2.1 

Melanoma* Hs688(B).T 

0.5 

Gastric ca. (liver met.) 
NCI-N87 

0.7 

Melanoma* MM 

0.7 

Gastric ca. KATO III 

0.2 

Melanoma* LOX1MVI 

0.0 

Colon ca. SW-948 

0.1 

Melanoma* SK-MEL-5 

8.9 

Colon ca. SW480 

17.7 

Squamous cell carcinoma 
SCC-4 

0.0 

Colon ca.* (S W480 met) 
SW620 

7.9 

Testis Pool 

3.5 

Colon ca. HT29 

0.5 

Prostate ca.* (bone met) 
PC-3 

0.1 

Colon ca. HCT-116 

2.4 

Prostate Pool 

3.1 

Colon ca. CaCo-2 

10.2 
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Placenta j( 

i 

).4 jColon cancer tissue 

10.7 

Uterus Pool 

5.4 [colon ca. SWU 16 

1.3 

Ovarian ca. OVCAR-3 I 

3.4 jColon ca. Colo-205 

0.0 

Ovarian ca. SK-OV-3 < 

3.1 [colon ca. SW-48 

0.7 

Ovarian ca. OVCAR-4 

D.3 jColon Pool 

6.3 

Ovarian ca. OVCAR-5 

0.8 jsmall Intestine Pool 

5.2 

Ovarian ca. IGROV-1 

66.0 

Stomach Pool 

4.3 

Ovarian ca. OVCAR-8 

1 1.2 

t>one Marrow rooj 

3.3 

Ovary 

2.0 

Fetal Heart 

7.6 

Breast ca. MCF-7 

0.1 

Heart Pool 

13.3 

Breast ca. MDA-MB-23 1 

0.2 

Lymph Node Pool 

7 1 

Breast ca. BT 549 

0.4 

Fetal Skeletal Muscle 

16.5 

Breast ca. T47D 

0.0 

Skeletal Muscle Pool 

100.0 

Rrp?Kt c& MDA-N 

0.5 

Spleen Pool 

1.9 

Breast Pool 

7.4 

Thymus Pool 

5.5 

Trachea 

2.4 

CNS cancer (glio/astro) 
US7-MG 

" " 

7.4 

Lung 

3.5 ; 

CNS cancer (glio/astro) 
U-118-MG 

2.6 

Fetal Lung 

j.o 

CNS cancer (neuro;met) 
SK-N-AS 

1.2 

Lungca. NCI-N417 

1.6 

CNS cancer (astro) SF- 
539 

0.2 

Lungca. LX-1 

1.4 

CNS cancer (astro) SNB- 
75 

6.7 

Lungca. NC1-H146 

0.4 

CNS cancer (glio)SNB- 
19 

63.7 

Lungca SHP-77 

2.0 

CNS cancer (glio) SF-295 

4.0 

Lungca. A549 

0.2 

Brain (Amygdala) Pool 

5.0 

Lungca. NCI-H526 

0.6 

Brain (cerebellum) 

3.3 

Lungca. NCI-H23 

2.0 

Brain (fetal) 

1.9 

Lung ca. NC1-H460 

0.1 

Brain (Hippocampus) 
Pool 

5.7 

Lung ca. HOP-62 

0.6 

Cerebral Cortex Pool 

|4.6 
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Lungca. NCI-H522 

. . „ ( j 
IBrain (Substantia nigra) 
L1 jPool 

5.1 

Liver 

0.2 i.Brain (Thalamus) Pool 

3.7 

Fetal Liver 

0.2 

Brain (whole) 

3.2 

Liver ca. HepG2 

0.0 

Spinal Cord Pool 

9.0 

Kidney Pool 

15.6 

Adrenal Gland 

3.1 

Fetal Kidney 

1.0 

Pituitary gland Pool 

0.7 

Renal ca. 786-0 

0.2 

Salivary Gland 

0.7 

Renal ca. A498 j0.2 

Thyroid (female) 

1.0 

Renal ca. ACHN J0.2 

Pancreatic ca. CAPAN2 

0.5 

r r 
jRenalca. UO-31 ]0.4 

Pancreas Pool 

8.8 


Table AUN . General_screening_panel_vl.6 




j 

Tissue Name 

i 
■ 

Rel. 

Exp.(%) 
Ag6413, 
Run 

277249371 

25.9 

! 

Rel. 

Exp.(%) 
Ag6428, 
Run 

277222439 

Rel. 

Exp.(%) 
Ag6431, 
Run 

277633568 

Rel. 

Exp.(%) 
Ag6431, 
Run 

278389390 

Rel. iRel. 
Exp.(%) !Exp.(%) 
Ag6435, }Ag6439, 
Run jRun 
277223167|277223175 

Rel. 

Exp.(%) 
Ag6964, 
Run 

278388946 

Adipose 

20.0 

17.4 

13.8 

13.2 

17.3 

18.8 

- ■ 

Melanoma* 
Hs688(A).T 

0.5 

2.0 

0.8 

0.9 

0.9 

0.4 

0.7 

Melanoma* 
Hs688(B).T 

2.7 

4.1 

2.5 

2.2 

1.9 

2.9 

2.4 

Melanoma* 
M14 

0.3 

0.7 

0.4 

0.4 

0.0 

0.4 

0.7 

Melanoma* 
LOXIMVI _ 

0.0 

0.1 

0.0 

0.0 

0.0 

0.0 

0.1 

Melanoma* SK- 
MEL-5 

15.2 

30.4 

18.2 

14.6 

4.4 

18.3 

15.9 

Squamous cell 
carcinoma SCC- 
4 

0.0 

0.1 

0.1 

0.2 

0.0 

0.0 

0.1 

Testis Pool 

5.2 

8.8 

10.4 

9.0 

10.0 

9.1 

9.9 

Prostate ca.* 
(bone met) PC-3 

1.9 

2.5 

1.9 

1.8 

1.8 

1.3 

4.3 

Prostate Pool 

8.1 

11.5 

11.3 

12.1 

10.0 

28.5 

10.0 
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r ..,, . ■— f- 

J 

.riacenta p 

3.5 jo.7 j 

0.1 jo.i 

0.3 {0.5 1 

0.4 

Uterus Pool 

J 

I 2 . V 

4.5 

4.6 k.5 

16.2 

5.3 

4.1 

Ovarian ca. ' 
OVCAR-3 | 

[).9 

1.1 

! 

0.7 

I.I 

0.4 

1.6 

4.0 

Ovarian ca. SK- 
OV-3 

0.8 

— -j 

i 

1.7 

• 
i 

0.8 [0.9 

0.9 

1.3 

1.7 

Ovarian ca. 
OVCAR-4 

0.2 

i 

i 

0.9 1 
1 

0.4 j 

0.8 

0.0 

0.9 

0.5 

jovarian ca. \ x A ' 
OVCAR-5 j' 6 i 

2.9 

j 

1.3 | 

i 

1.7 

0.3 

1.4 

7.9 

jovarian ca. 
jIGROV-1 

inn n 

77.9 

j 

84.7 i97.9 

27.0 

69.3 

75.8 

Ovarian ca. 
OVCAR-8 

ID .\J 

14.0 

1 ' " " 

15.6 il4.6 

7.6 

17.3 

16.7 

Ovary 

2.1 

5.2 

3.1 b.3 

4.5 

2.8 

2.4 

1 " ~ 
jBreast ca. MCF- 

17 

V.J 

0.3 

0.1 ;0.2 

i 

0.0 

0.5 

0.5 

r ■ ~ " ™ 

Breast ca. 
MDA-MB-231 

0 1 

V/. 1 

0.4 

0.2 10.2 

0.0 

0.2 

0.3 

Breast ca. BT 
549 

0.5 

V.J 

0.1 |o.5 

1 

0 0 

V.u 

06 

0.4 

Breast ca. T47D 

0.0 

0.5 

0.2 ;o.3 

0.0 

0.4 

»"V c 

0.5 

Breast ca. 
MDA-N 

0.6 


0.6 

0.6 

0 7 

0.6 

0.8 

Breast Pool 

15.0 

21.8 

14.6 

10.7 

42.9 

12.2 

16.7 

Trachea 

4.5 

8.4 

4.8 

4.2 

8.3 

4.7 

5.6 

Lung 

2.8 

2.3 

4.2 

3.2 

3.y 


5.1 

Fetal Lung 

3.9 

0 1 

5.0 

4.8 

8 0 

5.3 

6.1 

Lung ca. NCI- 
N417 

2.0 

3.5 

3.3 

2.6 

0.2 

4.0 

2.3 

Lung ca. LX-1 

3.5 

6.5 

5.0 

3.5 

0.9 

4.9 

44.1 

Lung ca. NCI- 
H146 

0.1 

0.3 

0.1 

0.2 

0.0 

0.1 

0.1 

Lung ca. SHP- 
77 

4.0 

6.8 

5.3 

4.5 

0.2 

4.5 

3.8 

Lung ca. A549 

0.3 

0.9 

0.0 

0.4 

0.0 

0.6 

4.7 
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! | 
Lung ca. NCI- S 

|H526 

0.2 

1 : 

0.9 10.6 ;0.3 

— r 

0.0 

1 

j 

0.4 ! 

i 

0.5 

r — : 
^Lung ca. NCI- j 
|H23 

2.9 

l 

4.6 

4.8 3.2 

! 

0.6 

2.9 

10.3 

! 

jLung ca. NC1- 
IH460 | 

0.0 

O 2 

( 

0.1 !0.3 

1 

0.0 

0.0 

0.3 

j ,| 
jLung ca. HOP- L - 

162 | 

0.5 

i.o i 

i 

0.6 

0.0 

0.5 

0.7 

i I 
jLung ca. NCI- ! 

<H522 I 

1.7 

2.3 

1.7 : 

i 

1.3 

0.0 

3.3 

8.9 

f 

Liver |0.1 

0.0 

r 

o.o |o.o 

0.0 

0.1 

2.0 

Fetal Liver 

0.3 

1.1 

0.6 10.5 

0.3 

0.8 

8.2 

Liver ca. HepG2 

0.1 

0.2 

]" 

0.0 ;0.2 

0.0 

0.1 

2.4 

jKidney Pool 

27.9 

47.0 

33.9 i 

28.1 

100.0 

43.2 

32.8 

jFetal Kidney 

1.4 

4.9 

4.i ko 

12.1 

5.8 

11.5 

jRenal ca. 786-0 

0.2 

0.2 

0.3 10.1 

0.0 

0.3 

0.9 

;Renal ca. A498 

0.0 

0.2 

0.0 '0.3 

0.0 

0.5 

8.5 

Renal ca. 

ATUM 
;ALnN 

1.5 

2.5 

1.7 

1.5 

0.0 

1.2 

2.5 

jRenal ca. UO- 
|31 

0.3 

0.5 

0.2 

0.2 

0.0 

0.6 

0.3 

f — " ■ 
jRenal ca. TK-10 

1.9 

3.1 

2.0 

1.9 

f> 7 

2.1 

4.6 

Bladder 

4.2 

5.9 

— — u — — - . 
5.5 j 

5.1 

6.6 

8.3 

6.7 

Gastric ca. (liver 
met.)NCI-N87 

0.9 

1.7 

0.9 

1.2 

0.0 

1.1 

6.7 

Gastric ca. 
KATO III 

0.4 

0.8 

0.2 

0.3 

O.J 

U.4 


Colon ca. SW- 
948 

0.0 

0.2 

0.2 

0.2 

0.0 

0.3 

1.2 

Colon ca. 
SW480 

20.9 

41.8 

27.0 

23.3 

4.4 

23.0 

33.7 

Colon ca.* 
(SW480 met) 
SW620 

13.3 

16.4 

12.8 

10.3 

1.7 

6.1 

25.0 

Colon ca. HT29 

0.2 

0.0 

0.2 

0.2 

0.0 

0.0 

0.3 

Colon ca. HCT- 
116 

2.1 

3.2 

2.5 

2.0 

0.5 

2.1 

4.3 
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Colon ca. CaCo-! 

2 ; 

5.0 

27.0 '* 

j 

19.1 | 

16.7 

_.. . „ . — ... 

7.6 ! 18.3 :38.2 

Colon cancer j ( 
tissue 

?.o 

11.0 

j 

11.9 j 

1 

7.6 

i 

5.6 j 

I 

i 

7.7 ;20.4 

i 

Colon ca. i 
SW1116 

1.3 

2.5 

2.0 

1.5 

i 
i 
1 

1.1 

1.8 j 

6.0 

i 

Colon ca. Colo- L . 
205 f 

0.3 

0.2 

0.0 

0.0 

0.2 

0.8 

Colon ca. SW- L Q 

48 P 

1.4 

1.5 

1.5 

0.0 

1.4 

2.6 

Colon Pool 120.3 

28.1 

23.2 

18.7 

44.8 

25.5 !20.6 

Small Intestine ! J4 q 
Pool ; 

17.1 

11.2 

13.0 

26.8 

1 

12.8 ilO.4 

Stomach Pool 

8.1 

14.3 

9.5 ' 

9.3 

24.0 

8.5 jl0.7 

Bone Marrow :/: 0 
Pool | 

14.3 

10.2 

8.7 

25.9 

! 

18./ 


Fetal Heart 

— *■ 

10.1 

25 5 

24.5 

21.8 

31.6 

33. 7_ 

20.7 

... . 1 

Heart Pool 

28.7 

29.7 

25.9 

17.2 

23.5 

33.7 

26.1 

Lymph Node 
Pool 

17.6 

|33.7 

22.1 

23.7 

64.6 

19.9 

24.7 

Fetal Skeletal 
Muscle 

31.9 

54.3 

48.6 

46.3 

46.7 

19.1 

50.7 

Skeletal Muscle 
Pool 

. 

17.4 

29.3 

29.5 

25.9 

24.7 

22.1 

32.3 

Spleen Pool 

0.9 

1.9 

2.0 

1.7 

2.4 

2.7 

3.1 

Thymus Pool 

4.4 

10.4 

8.1 

9.4 

18.4 

7.7 

7.0 

CNS cancer 

(glio/astro) 

U87-MG 

9.8 

14.9 

10.7 

10.0 

5.8 

10.9 

14.1 

CNS cancer 
(glio/astro) U- 
118-MG 

3.5 

4.7 

3.8 

3.1 

1.5 

3.8 

5.8 

CNS cancer 
(neurojmet) SK- 
N-AS 

1.9 

2.6 

2.1 

1.0 

0.7 

1.4 

2.6 

CNS cancer 
(astro) SF-539 

0.1 

0.0 

0.1 

0.2 

0.2 

0.1 

0.1 

CNS cancer 
(astro) SNB-75 

8.1 

14.9 

6.5 

10.0 

3.1 

11.7 

9.7 
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CNS cancer L Q , 
j(g!io)SNB-19 ' / *'° 

iaa n 
1UU.V 

i 

inn o ! 

100 0 

1 — ! 

i 

12.8 jlOO.O 

1 

100 0 

A VV.V 

iCNS cancer : q 
|(glio) SF-295 

1 

11.3 

8.0 

7.8 

! 

U.U j 

O.Z 

14.8 

iBrain j 
j(Amygdala) ;3.7 
[Pool 

7.7 

6.2 

4.8 

7.9 

8.0 

5.3 

r- - — — r 
Brain j 
(cerebellum) j 

12.0 

19.8 

10.7 

9.7 

1 0 

1 .0 

Q Q 

9.7 

Brain (fetal) j 
Brain 

(Hippocampus) | 
Pool j 

4.2 

12.7 

6.6 

5.6 

8.4 

6.8 

6.4 

7.5 

11.7 

8.6 

6.9 

9.9 

1 1.0 

10.2 

Cerebral Cortex | n - 
Pool | 9 - 7 

1 1.0 

7.5 

0.7 

1.8 

11.6 

8.7 

! 

Brain 

(Substantia |7.4 
nigra) Pool 

1 1.7 

10.4 

4.7 

4.2 

■ 

10.0 

9.3 

i 

Brain 1^ ^ 
(Thalamus) Pooh 

13.2 

9.3 

0.2 

9.1 

9.7 

8.7 

Brain (whole) 6 A 

10.6 

5.8 

0.3 

3.3 

5.6 j8.7 

Spinal Cord 
Pool 

10.1 

14.7 

11.0 

7.6 

13.1 

12.2 

9.0 

Adrenal Gland 

3.5 

9.9 

3.9 

3.7 

7.4 

4.8 

4.1 

Pituitary gland 
Pool 

0.9 

1.1 

1.2 

1.1 

1.8 

1.4 

0.5 

! 

Salivary Gland |0.9 

1.8 

1.3 

0.9 

2.3 

1.1 

1.0 

Thyroid 
(female) 

2.0 

3.1 

2.5 

2.5 

3.3 

1.9 

2.3 

Pancreatic ca. 
CAPAN2 

0.5 

0.8 

0.7 

0.6 

0.5 

0.7 

2.2 

Pancreas Pool 

1.2 

2.0 

1.1 

1.6 

3.5 

3.2 

2.3 


Table A UP. Panel 4. ID 



ReL 

ReL 

ReL 

ReL 

ReL 

ReL 

ReL 


Exp.(%) 

Exp.(%) 

Exp.(%) 

Exp.(%) 

Exp.(%) 

Exp.(%) 

Exp.(%) 

Tissue Name 

Ag4983, 

Ag6413, 

Ag6428, 

Ag6431, 

Ag6435, 

Ag6439, 

Ag6447, 

Run 

Run 

Run 

Run 

Run 

Run 

Run 


21862357 

26923994 

26876753 

26876757 

26871348 

26876082 

26876180 


0 

7 

5 

7 

0 

3 

6 
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Secondary Thl ( 

art 
aCl 

r 

3.1 ( 

).3 !l.3 j0.7 

i 1 

0.0 

o.o 

0.0 

Secondary Th2 ( 
act 

3.5 ( 

3.3 1 

1.2 ( 

).8 

0.0 

0.0 

0.0 

oeconoary 1 i 1 act 

n n 

3.0 

O.O 1 

).7 

0.0 

0.0 

0.0 

Secondary Thl 
rest 

0.1 


o.o jo.o 

0.0 

0.0 

0.0 

Secondary Th2 
rest 

0.3 

0.0 

0.0 

O.O 

0.7 

0.0 

0.0 

Secondary Trl 
rest 

0.1 

0.3 | 

0.4 

0.0 

0.0 

0.0 

0.0 

Primary Thl act 

0.0 

o.o ! 

0.0 

0.0 

0.0 

0.0 

0.0 

Primary Th2 act , 

0.2 

0.4 , 

0.3 

0.4 

A *7 
U. / 

u.u 

ft ft 

Primary Trl act 

0.1 

I 

0.0 

0.7 . 

0.7 

0.0 

0.0 

0.0 

Primary Thl rest 

0.0 



0.0 

0.1 

0.3 

0.0 

1.2 

0.0 

rrimary i nz rcM 

O 0 

0.0 jp.4 

0.2 

0.0 

0.0 

0.0 

Primary Trl rest 

0.3 

o.o io.o |o.o 

0.0 

0.0 

0.0 

1 

CD45RA CD4 
(lymphocyte act 

0.4 

2.8 

5.4 

2.4 

0.8 

2.6 

0.0 

CD45RO CD4 
lymphocyte act 

0.1 

2.2 

1.5 

0.7 

1.6 

2.3 

0.0 

CDS lymphocyte 
act 

0.4 

0.9 

0.7 

0.0 

0.0 

0.0 

0.0 

Secondary CDS 
lymphocyte rest 

0.1 

0.0 

8.8 

0.0 

ft ft 

0 0 

0.0 

Secondary CDS 
lympnucyic avi 

0.0 

0.1 

0.4 

0.3 

0.0 

0.0 

0.0 

CD4 lymphocyte 
none 

0.1 

0.0 

0.5 

0.4 

0.0 

0.0 

0.0 

2ry 

Thl/Th2/Trl anti 
-CD95 CH11 

0.3 

0.2 

0.0 

0.0 

0.0 

1.2 

0.0 

LAK cells rest 

5.6 

'5.0 

11.8 

3.8 

6.1 

15.2 

0.0 

LAK cells IL-2 

0.4 

0.3 

0.0 

0.0 

0.0 

0.0 

0.0 

LAK cells IL- 
2+IL-12 

0.2 

0.0 

0.0 

0.0 

0.0 

0.0 

0.0 
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LAK cells 1L- 
12+IFN gamma 

0.1 

j 

0.3 

0.0 

0.0 

o.o lo.o 

.! ... 

0.0 

f' " ' 
LAK cells IL-2+ 
IL-18 

0.0 

0.0 

0.0 

1 

0.0 

0.0 

0.0 

0.0 

LAK cells 
PMA/ionomycin 

4.5 

4.0 |l5.l b.3 

6.1 

9.0 

0.0 

j 

INK Cells IL-2 
jrest 

0.9 

i 1 
0.1 3.4 |2.5 

! i 

0.0 

1.4 

0.0 

i - 

|Two Way MLR 3 
day 

1.4 

l.i 

2.2 

1.3 

0.9 

1.4 

0.0 

Two Way MLR 5 
day 

4.5 

0.9 

0.8 

0.9 

0.0 

0.0 

0.0 

Two Way MLR 7 
jday 

2.3 

0.7 

1.1 

2.6 

2.9 

3.7 

0.0 

PBMCrest Jo.l 

0.0 

0.0 

0.0 

0.0 

0.0 

0.0 

roMC rWM 

U.o 

0.0 

1.3 |0.0 

0.0 

0.0 

0.0 

PBMC PHA-L 

0.3 

0.2 

0.6 

0.7 

0.0 

0.0 

0.0 

Ramos (B cell) 
none 

0.1 

o.o jo.o 

0.0 

0.0 

0.0 

0.0 

Ramos (B cell) 
ionomycin 

0.0 

0.0 

0.7 

0.2 

0.0 

0.0 

0.0 

B lymphocytes 
PWM 

0.5 

0.0 

0.0 

0.0 

0.0 

0.0 

0.0 

B lymphocytes 
CD40L and IL-4 

0.2 

0.0 

0.9 

0.0 

0.0 

0.0 

0.0 

EOL-1 dbcAMP 

3.7 

2.6 

29.1 

S.l 

0.0 

68.8 

0.0 

EOL-1 dbcAMP 
PMA/ionomycin 

1.6 

0.7 

0.0 

2.7 

1.0 

1.8 

0.0 

Dendritic cells 
none 

5.6 

3.1 

4.1 

5.3 

0.7 

0.0 

0.0 

Dendritic cells 
LPS 

1.6 

0.3 

1.0 

0.7 

0.0 

o.o. 

0.0 

Dendritic cells 
anti-CD40 

2.0 

1.6 

0.5 

0.2 

1.6 

0.0 

0.0 

Monocytes rest 

0.2 

0.0 

0.4 

0.0 

0.0 

0.0 

0.0 

Monocytes LPS 

2.2 

3.3 

5.7 

1.8 

0.0 

2.6 

0.4 

Macrophages rest 

0.9 

l.S 

0.6 

0.6 

0.0 

0.0 

0.0 
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Macrophages LPSi 

7.5 j 
0.1 

4,0 \sA \63 

0.8 ;9.2 

0.0 

HUVEC none 

o.o io.o 

0.0 

0.0 

0.0 

0.0 

HUVEC starved 

i 1 

o.o jo.o io.o 

0.3 

0.0 

0.0 

0.0 

HUVEC IL-lbeta 

o.o Io.o [o.o 

0.5 

0.0 

0.0 

0.0 

HUVEC I FN 
gamma 

HUVEC TNF 
alpha +1FN 
gamma 

0.2 jo.0 jo.O 

0.0 

0.0 

0.0 

0.0 

! 1 

o.o io.o io.o 

] 1 

0.0 

0.6 

0.0 

0.0 

HUVEC TNF 
alpha +IL4 

0.6 

o.o Io.o 

0.4 

0.0 

0.0 

0.0 

< 

jHUVEC IL-1 1 

0 0 

V/.V 

0.0 

0.4 

0.3 

0.0 

0.0 

0.0 

Lung 

Microvascular EC 
none 

0.2 

0.3 

0.4 

0.0 

0.0 

0.0 

0.0 

Lung 

Microvascular EC 
TNFaipha+ IL- 
lbeta 

0.1 

0.0 

0.0 

0.0 

0.0 

0.0 

0.0 

Microvascular 
Dermal EC none 

0.1 



0.0 

0.0 

0.0 

0.0 

0.0 

0.0 

Microsvasular 
Dermal EC 
TNFalpha* IL- 
lbeta 

0.1 

0.0 

0.0 

0.0 

0.0 

0.0 

0.0 

Bronchial 
epithelium 
TNFalpha + 
ILlbeta 

0.0 

0.0 

0.0 

0.0 

0.0 

0.0 

0.0 

Small airway 
epithelium none 

0.0 

0.0 

0.0 

0.0 

0.0 

0.0 

0.0 

Small airway 
epithelium 
TNFalpha + IL- 
lbeta 

0.3 

0.0 

0.0 

0.0 

0.0 

0.0 

0.0 

Coronery artery 
SMC rest 

0.1 

0.6 

0.0 

0.0 

0.5 

0.0 

0.3 

Coronery artery 
SMC TNFalpha + 
IL-lbeta 

0.4 

0.9 

0.3 

1.5 

0.0 

0.0 

0.0 

Astrocytes rest 

67.8 

97.3 

100.0 . 

100.0 

100.0 

100.0 

54.3 
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Astrocytes 

TNFalpha+IL- 

Ibeta 

100.0 

! 

100.0 

i 

97.3 174.7 

i 
! 

97.9 

95.9 

100.0 

KU-812 
(Basophil) rest 

0.1 

- 

0.0 

0.0 . <0.4 

0.0 

0.0 

0.0 

KU-S12 

(Basophil) 

PMA/ionomycin 

0.0 

0.0 

i 

0.0 10.0 

! .. 

0.0 

0.0 

0.0 

CCD! 106 

(Keratinocytes) 

none 

0.2 

j i 

o.o |o.o ta.s 

1 I 

0.0 

0.0 

0.0 

(Keratinocytes) 
TNFalpha + IL- 
Ibeta 

0.3 

0.0 

] 

0.0 |0.0 

0.0 

0.0 

0.0 

:Liver cirrhosis 

2.3 

i 

7.2 {2.6 

6.7 

5.1 {8.5 

0.6 

NCI-H292 none 

0.3 

0.3 |l.7 

0.6 

0.0 

0.0 

0.0 

jNCI-H292 IL-4 

0.3 
0.3 

o.o !o.o 

0.5 

0.0 

0.0 

0.0 

|NCI-H292 IL-9 

" ■ "1 

0.0 10.7 

0.5 

0.0 

0.0 

0.0 



0.6 

0.9 ;0.9 

0.0 

0.0 

0.0 

r - - "" 

1NCI-H292 1FN 
gamma 

0.2 

0.0 

0.5 
0.0 

0.6 

0.0 

0.0 

0.0 

HPAEC none 

0.0 

0.3 

0.0 

0.0 

0.0 

0.0 

HPAEC TNF 
alpha + IL-1 beta 

0.0 

0.3 

0.0 |0.0 

0.0 

0.0 

0.0 

Lung fibroblast 
none 

29.7 

62.9 

95.9 

65.5 

62.9 

94.0 

zo.z 

Lung fibroblast 
TNF alpha + IL-1 
beta 

16.0 

36.9 

48.6 

39.8 

25.2 

62.9 

28.3 

Lung fibroblast 
IL-4 

26.1 

28.7 

27.4 

21.2 

23.3 ; 

34.9 

16.0 

Lung fibroblast 
IL-9 

28.5 

42.0 

24.0 

26.8 

20.4 . 

96.6 

9.3 

Lung fibroblast 
1L-13 

31.6 

14.6 

11.9 

10.4 

15.0 

13.4 

4.3 

Lung fibroblast 
I FN gamma 

20.4 

32.8 

55.9 

46.3 

29.9 

89.5 

25.2 


696 


WO 2003/023008 


PCT/US2002/028596 


Dermal fibroblast 
CCD 1070 rest 

2.5 j2.9 =6.0 i6.3 

1 1 !...__ . 

! 
I 

5.6 |4.1 

0.0 

Dermal fibroblast 

CCD1070TNF 

alpha 

1.1 

| ! 

1.3 12.7 b.8 
i 

| 

0.8 2.3 

j 

. .i . .. 

1.1 

Dermal fibroblast 

CCD1070IL-1 

beta 

1.9 

2.9 |5.6 

_ ... . i „_ 

1.3 

0.7 

0.0 

1.6 

Dermal fibroblast 
iriN gamma 

9.3 

i 

20.3 |30.6 

20.2 

20.0 

26.6 

4.9 

L/crlTldl IlDlOOJaM 

IL-4 

10 7 
10.7 

14.6 '30.8 

19.8 

22.7 

25.5 

13.5 

Dermal 

Fibroblasts rest 

24.8 

I 

42.3 |54.3 

46.7 

20.7 

47.3 

15.8 

Neutrophils 
TNFa+LPS 

0.7 

0.0 |0.9 
j 

0.4 

1.2 

0.0 

0.0 

Neutrophils rest 

0.1 

0.0 jo.O [0.3 

0.0 

0.0 

0.0 

Colon 

7.9 

4.7 U.6 19.5 

7.9 

8.4 

4.8 

Lung 

2.2 

1.2 I2.S |4.6 

1.6 

2.1 

0.0 

Thymus 

3.1 

0.8 |0.0 \0A 

2.0 

2.4 

0.0 

Kidney 

4.2 

4.4 17.S |9.7 

10.2 

5.2 

0.6 


Table AUP . general oncology screening panel_v_2.4 


Tissue Name 

ReL Exp.(%) 
Ag4983,Run 
260281959 

Rel.Exp.(%) ] 

Ag6442, Run iTissue Name 

264979180 j 

Rel. Exp.(%) 
Ag4983, Run 
260281959 

Rel. Exp.(%) 
Ag6442, Run 
264979180 

Colon cancer 1 

12.1 

22.7 \ 

Bladder NAT 2 

1.7 

1.4 

Colon NAT 1 _ 

100.0 

100.0 

Bladder NAT 3 

0.2 

4.8 

Colon cancer 2 

«3 

0.0 jBladderNAT4 

27.0 

66.0 

Colon NAT 2 

8.0 

15.1 

Prostate 

adenocarcinoma 1 

9.2 

7.5 

Colon cancer 3 

7.4 

2.8 j 

Prostate 

adenocarcinoma 2- 

3.5 

S.O 

Colon NAT 3 

39.8 

40.1 

Prostate 

adenocarcinoma 3 

14.3 

9.0 

Colon malignant 
cancer 4 

15.0 

9.5 ! 

Prostate 

adenocarcinoma 4 

16.4 

9.1 

Colon NAT 4 


I 

Prostate NAT 5 

16.8 

9.9 
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Lung cancer ! 

1.4 

jprostate j, 0 
'adenocarcinoma 6 f'" 

7.7 

i 

<LungNAT 1 

t 

0.6 

0 0 : ; P,ostate ^9? 

jadenocarcinoma7| 

17.3 

SLung cancer 2 

26.6 

15.9 h° State • J3-0 
jadenocarcinoma 8 1 

0.0 

1 

jLung NAT 2 

i 

2.7 ; 

• 

0.0 h 0S,ate • o^27.0 
^adenocarcinoma 9; 

33.9 

Squamous cell 
;carcinoma 3 

5.6 

i i 

8.3 JprostateNAT 10 p.8 

4.9 

iLung NAT 3 

0.8 



0.0 jKidney cancer 1 

24.0 

16.5 

^Metastatic 
•melanoma 1 

27.2 

49.0 (Kidney NAT 1 

15.6 

7.2 

iMelanoma 2 

2.5 

1.1 

Kidney cancer 2 

91.4 

73.7 

•Melanoma 3 

2.3 

13.8 

Kidney NAT 2 

22.1 

19.2 

jMetastatic 
'melanoma 4 

33.9 

24.0 

Kidney cancer 3 

27.0 

21.3 

Metastatic 
Imelanoma 5 

34.6 

31.4 

Kidney NAT 3 

9.3 

11.4 

(Bladder cancer I 

1.3 

2.1 

Kidney cancer 4 jzO.O 

25.7 

\B ladder N ATI 

0.0 

10.0 

Kidney NAT 4 18.2 

14.9 

jB ladder cancer 2 

8.7 

jl9.3 

1 I 


CNS_neurodegeneration_vl.O Summary: Ag4983/Ag6413/Ag6428/Ag6431/ 
Ag6435/Ag6439/Ag6442/ Ag6447 Seven experiments with different probe and primer sets 
are in excellent agreement. This panel confirms the expression of this gene at low levels in 
the brains of an independent group of individuals. However, no differential expression of 


5 this gene was detected between Alzheimer's diseased postmortem brains and those of non 
demented controls in this experiment. See Panel 1.4 for a discussion of this gene in 
treatment of central nervous system disorders. 

Ag6429 Expression of this gene is low/undetectable (CTs > 35) across all of the 
samples on this panel (data not shown). 

10 GeneraLscreening janeljvl.4 Summary: Ag4983 Highest expression of this 
gene is detected in a brain cancer SNB-19 cell line (CT=28). Moderate to low levels of 
expression of this gene is also seen in a number of cancer cell lines derived from gastric, 
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colon, lung, renal, breast, ovarian, prostate, melanoma and brain cancers. Thus, expression 
of this gene could be used as a marker to detect the presence of these cancers. Furthermore, 
therapeutic modulation of the expression or function of this gene may be effective in the 
treatment of pancreatic, gastric, colon, lung, liver, renal, breast, ovarian, prostate, squamous 
5 cell carcinoma, melanoma and brain cancers. 

Among tissues with metabolic or endocrine function, this gene is expressed at 
moderate levels in pancreas, adipose, adrenal gland, thyroid, pituitary gland, skeletal 
muscle, heart and the gastrointestinal tract. Therefore, therapeutic modulation of the activity 
of this gene may prove useful in the treatment of endocrine/metabolically related diseases, 
10 such as obesity and diabetes. 

In addition, this gene is expressed at moderate levels in all regions of the central 
nervous system examined, including amygdala, hippocampus, substantia nigra, thalamus, 
cerebellum, cerebral cortex, and spinal cord. Therefore, therapeutic modulation of this gene 
product may be useful in the treatment of central nervous system disorders such as 
15 Alzheimer's disease, Parkinson's disease, epilepsy, multiple sclerosis, schizophrenia and 
depression. 

General_screeningj)aneI_vL5 Summary: Ag6442 Highest expression of this 
gene is seen in skeletal muscle (CT=2S). Expression of this gene is higher in adult (CT=28) 
as compared to the fetal skeletal muscle (CT=31). Therefore, expression of this gene may be 
20 used to distinguish fetal from adult skeletal muscle. 

In addition moderate to low levels of expression of this gene is also seen in all the 
regions of central nervous system, in tissues with metabolic/endocrine functions and in a 
number of cancer cell lines derived from melanoma, brain, colon, lung, and ovarian cancers. 
This expression pattern is consistent with the expression seen in panel 1 .4. See panel 1.4 for 
25 further discussion on the utility of these genes. 

General_screening^panervl.6 Summary: Ag6413/Ag6428/Ag6431/ 
Ag6435/Ag6439 Six experiments with seven different probe and primer sets are in very 
good agreement. Highest expression of this gene is detected in a ovarian cancer IGROV-1 
cell line and brain cancer SNB-19 cell lines (CTs=25-28.5). In addition, consistent with 
30 expression seen in panel 1 .4, moderate to low levels of expression of this gene is also seen 
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in all the regions of central nervous system, tissues with metabolic/endocrine functions, and 
number of cancer cell lines. See panel 1 .4 for further discussion of this gene. 

Ag6429/Ag6447 Expression of this gene is low/undetectable (CTs > 34.9) across all 
of the samples on this panel (data not shown). 

5 Panel 4.1D 

Summary: Ag4983/Ag64I3/Ag642S/Ag643 1/Ag6435/Ag6439/Ag6447 Seven 
experiments with different probe and primer sets are in excellent agreement. Highest 
expression of this gene is detected in both resting and cytokine activated astrocytes 
(CTs=22-33.5). Therefore, therapeutic modulation of this gene or the design of therapeutics 
10 with the encoded protein could be important in the treatment of multiple sclerosis or other 
inflammatory diseases of the CNS. 

In addition, moderate to low levels of expression of this gene is also seen in resting 
and cytokine treated lung and dermal fibroblasts, as well as in normal tissues represented by 
colon, . lung, thymus and kidney. Therefore, modulation of the gene product with a 
15 functional therapeutic may lead to the alteration of functions associated with these cell types 
and lead to improvement of the symptoms of patients suffering from autoimmune and 
inflammatory diseases such as asthma, allergies, inflammatory bowel disease, lupus 
erythematosus, psoriasis, rheumatoid arthritis, and osteoarthritis. 

Low levels of expression of this gene is also seen in liver cirrhosis. Therefore, 
20 antibodies or small molecule therapeutics could reduce or inhibit fibrosis that occurs in liver 
cirrhosis. 

general oncology screening panel_v_2.4 Summary: Ag4983/Ag6442 Two 
experiments with different probe and primer sets are in excellent agreement. Highest 
expression of this gene is seen in normal colon (CTs=29-32). Expression of this gene in 
25 normal colon is higher than in the corresponding cancer samples (CTs=32-34). Therefore, 
expression of this gene may be used to distinguish between these two samples. 

Moderate expression of this gene is seen in both normal and cancer samples derived 
from colon, lung, bladder, prostate and kidney, as well as, in melanomas. Expression of this 
gene seems to be higher in kidney and lung cancers as compared to the corresponding 
30 normal adjacent samples. Therefore, expression of this gene may be used as marker to 

detect the presence of lung and kidney cancers. Furthermore, therapeutic modulation of this 


700 


WO 2003/023008 


PCTYUS2002/028596 


gene may be useful in the treatment of melanoma, colon, lung, bladder, prostate and kidney 


cancers 


AV. CG56054-15: Integrin alpha 7-like protein. 

Expression of gene CG56054-15 was assessed using the primer-probe sets Ag6425, 
5 Ag6428, Ag6432, Ag6435 and Ag6447, described in Tables AVA, AVB, AVC, AVD and 
AVE. Results of the RTQ-PCR runs are shown in Tables AVF, AVG and AVH. 

Table AVA . Probe Name Ag6425 


jPrimers 

iSequences 

Length 

[Start Position 

SEQ ID No 

| For ward 

I 

j5 ' -cggatgcacaccccat-3 1 

16 

|l8S8 

663 

■Probe 

! 

|tET-5'- 

[catcccgagctgggcccc-3 ' - 
jTAMRA 

18 

|l920 

■i 

! 

664 

i 

| Reverse 

i 

]5 • -gccctggatgcccat- 3 1 

15 

11939 

665 


Table AVB. Probe Name As6428 

1 ~" 1 

|Primers [Sequences 1 

i 

Length iStart Position j 

SEQ ID No 

^Forward j5 • -cttcatctaccatgggagca- , 

10 

1301 | 

666 

j JtET- 5 ' - 

Probe jccttcacaggtgctggagggc- \ 
j ]3 ' -TAMRA 

n 

1341 | 

667 

jReverse j 5 ' - a 999 a 9 ta 9 cc 9 aa 9 ctct - 

19 

1378 \ 

668 

Table AVC. Probe Name Ag6432 

Primers 

Sequences 

Length 

Start 
Position 

SEQ ID No 

Forward 

5»- 

gaccttgtcctacagtctccagac- 
3* 

24 

1841 

669 

Probe 

TET-5»- 

tgcacaccccatcctggctgct- 
3 1 -TAMRA 

22 

1892 

670 

Reverse 

5 • -gctcgggatgcccgt-3 1 

15 

1915 

671 

Table AVD. Probe Name Ag6435 

Primers 

Sequences Jl 

Length 

Start Position 

SEQ ID No 

Forward 

5 • -ggccagggtggagct-3 1 j 

15 

731 

672 


10 
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! 

Probe 

TET- 5 ' - 

acctggcacacctggacgacg- 
3 ' -TAMRA 

21 

766 

673 

Reverse 

5 ' -cagggaccgggatga-3 ' 

15 

829 

674 


Table AVE . Probe Name Ag6447 


Primers 

iSequences 

Length 

Start 
Position 

SEQ ID No 

Forward 

{5 * -gacgacggtccctacga-3 ' 

17 

780 

675 

Probe 

jTET-S' - 

jtcatcccggtccctgccaa-3 ' - 
iTAMRA ^ t 

19 

829 

676 

Reverse 

|s'- 

igtcaatagagaagccaaagtagct- 
3 ■ 

24 

~ ~i 

849 

677 


Table AVF . CNS_neurodegeneration_vl.0 


:Rel. Exp.(%) 
Tissue Name |Ag6428, Run 
|266937081 

Rel. Exp.(%) |Rel. Exp.(%) 
Ag6435, Run !Ag6447, Run 
269253997 ;269254007 

AD 1 Hippo jlS.O 

17.1 

18.8 

AD 2 Hippo 

32.3 

27.9 

10.4 

AD 3 Hippo 

3.7 

4.8 

0.0 

AD 4 Hippo 

10.7 

18.3 

4.6 

AD 5 Hippo 

53.2 

46.7 

11.0 

AD 6 Hippo 

100.0 

100.0 

100.0 

Control 2 Hippo 

18.7 

8.5 

3.1 

Control 4 Hippo 

27.0 

29.9 

43.8 

Control (Path) 3 Hippo 

4.6 

5.2 

5.3 

AD 1 Temporal Ctx 

12.9 

12.8 

9.0 

AD 2 Temporal Ctx 

31.0 

45.1 

21.0 

AD 3 Temporal Ctx 

6.0 

4.1 

3.9 

AD 4 Temporal Ctx 

20.2 

6.8 

7.7 

AD 5 lnf Temporal Ctx 

39.2 

1.6 

23.7 

AD 5 Sup Temporal 
Ctx 

42.0 

33.2 

11.4 
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AD 6 Inf Temporal Ctx|49.3 

52.1 

S8.9 

; AD 6 Sup Temporal 
Ctx 

48.3 

37.6 

61.1 

iControl 1 Temporal 
;Ctx 

1 

12.9 

6.7 

2.8 

: Control 1 Tpmnoral 
jCtx 

18.2 

7.3 

16.0 

'Control "\ Tpmnoral 

jCtx 

9.6 

4.4 

3.1 

^Control 1 Temporal 
Ctx 

15.2 

11.7 

13.6 

Control (Path) 1 
Temporal Ctx 

27.0 

24.8 

13.8 

iControl (Path) 2 
^Temporal Ctx 

16.0 

9.8 

— ■ — ■ 

2.6 

1 

[Control (Path) 3 
'Temporal Ctx 

7.5 

3.5 

6.3 

iControl (Path) 4 
Temporal Ctx 

1 7 1 

14.8 

7.0 

AD I Occipital Ctx 

10.2 

15.0 

0.0 

AD 2 Occipital Ctx 
(Missing) 

0.0 

0.0 

0.0 

AD 3 Occipital Ctx ; 

6.4 

8.0 

0.0 

AD 4 Occipital Ctx 

13.0 

6.8 

3.5 

AD 5 Occipital Ctx 

25.3 

12.7 

3.8 

AD 6 Occipital Ctx 

20.2 

5.9 

8.5 

Control I Occipital Ctx 

6.0 

4.1 

1.3 

Control *7 C\rr\n\ta\ Ptv 


20.3 

13.7 

Control 3 Occipital Ctx 

10.7 

7.5 

5.0 

Control 4 Occipital Ctx 

12.0 

3.3 i 

1.3 

Control (Path) 1 
Occipital Ctx 

35.6 

25.9 : 

12.1 

Control (Path) 2 
Occipital Ctx 

6.7 

7.4 

13.2 

Control (Path) 3 
OccipitalCtx 

5.4 

2.3 

9.4 
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jControl (Path) 4 
jOccipital Ctx 

513.2 

! 

21.0 

20.4 

! 

Control 1 Parietal Ctx |s.S \\2 5 \ 50 

Control 2 Parietal Ctx |34.4 

41.2 | 2 5.5 

Control 3 Parietal Ctx 


13-2 ] 16 .7 

Control (Path) I 
Parietal Ctx 

34.2 

'< - 

22-5 k.2 

1 

Control (Path) 2 
Parietal Ctx 

19.6 

26.8 

' " — 

14.4 

Control (Path) 3 
Parietal Ctx \ 

i 

3.9 


5.9 

Control (Path) 4 j 
Parietal Ctx 24,8 

- 1 

20.6 

- 

9.4 




Table AVG. General_screening_panel_vl.6 


Tissue Name 


Adipose 


Melanoma* 
Hs688(A).T 


Rel. 


Rel. 


•Rel. 


Exp.(%) jExp.(%) |Exp.(%) 
Ag6425, ;Ag6428, !Ag6435, 
Run |Run ?Run 
27722172 (27722243 127722316 
!9 17 


Tissue Name 


2.6 


0.0 


20.0 


2.0 


Melanoma* 
Hs688(B).T 


0.2 


Melanoma* 
M14 


Melanoma* 
LOXIMVI 


Melanoma* SK- 
MEL-5 


0.0 


13.2 


0.9 


Renal ca. TK- 
10 


Rel. 

Exp.(%) 
Ag6425, 
Run 

27722172 
1 


Rel. 

Exp.(%) 
Ag6428, 
Run 

27722243 
9 


0.4 


Bladder 


4.1 


0.7 


0.0 


2.2 


Squamous cell 
carcinoma SCO 


Testis Pool 


0.0 


3.5 


0.1 


1.9 


Gastric ca. 
(liver met.) 
NCI-N87 


0.0 


c — 

Rel. 

Exp.(%) 
Ag6435, 
Run 

27722316 


3.1 


0.7 


5.9 


0.0 


0.0 


0.0 


30.4 


0.1 


8.8 


4.4 


Gastric ca. 
KATO III 


0.5 


Colon ca. SW- 
948 


Colon ca. 
SW480 


0.0 


10.0 


Colon ca.* 
(SW480 met) 
SW620 


1.5 


1.7 


6.6 


0.0 


0.8 


0.2 


5.2 


4.8 


0.3 


0.0 


41.8 


16.4 


4.4 


1.7 


Colon ca. 
HT29 


0.0 


0.0 


0.0 
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jProstate ca.* 
l^Done met) PC- 

0.5 

2.5 

1.8 

Colon ca. j 
HCT-116 j 0 ' 2 

3.2 

0.5 

i 

j 

Prostate Pool 

1.0 

11.5 

10.0 

"1 — 7 " 

•Colon ca. j 
ICaCo-2 I 3 ' 6 

27.0 

7.6 

Placenta 

0.0 

10.7 

0.3 

] 

Colon cancer j ~ 
tissue : 33 

11.0 

5.6 

Uterus Pool 

1.5 

4.5 

• 1 6.2 
0.4 

Colon ca. 
SWHI6 

3.0 

2.5 

1.1 

Ovarian ca. 
OVCAR-3 

I 

0.3 

1.1 

Colon ca. 
Colo-205 

j 

;o.4 

i 

0.3 

0.0 

Ovarian ca. SK- 
OV-3 

0.2 

ii.7 

0.9 

_ 1 ^ _ _ _ nil/ 

Colon ca. S W- 
48 

j 

1.4 

0.0 

Ovarian ca. 
OVCAR-4 

0.0 

i 

jo.9 

0.0 

Colon Pool 

i 

5.0 

28.1 

44.8 

Ovarian ca. 
OVCAR-5 

1.3 

2.9 

0.3 

Small Intestine 
Pool 


17.1 

26.8 

Ovarian ca. 
IGROV-1 

100.0 

77.9 

27.0 

Stomach Pool 

2.3 

14.3 

24.0 

Ovarian ca. 
OVCAR-8 

21.9 

14.0 7.6 

j ■ 
Bone Marrow 
Pool 

16 

14.3 

25.9 

Ovary 

0.3 

5.2 

4.5 

reiai nean 


25.5 

31.6 

Breast ca. MCF- 
7 

— "~ — - - 

0.0 

0.3 

0.0 

Heart Pool 

7.0 

29.7 

23.5 

Breast ca. 
MDA-MB-231 

0.0 

0.4 

0.0 

Lymph Node 
Pool 

6.1 

33.7 

64.6 

Breast ca. BT 
549 

0.0 

0.5 

0.0 

Fetal Skeletal 
Muscle 

5.2 

54.3 

46.7 

Breast ca. T47D! 

O.O ] 

3.5 l 

3.0 

Skeletal 
Muscle Pool 

9.2 i: 

29.3 

24.7 

Breast ca. 
MDA-N ( 

3.0 !( 

).7 ( 

).7 

Spleen Pool \ 

3.0 

1.9 : 

2.4 

Breast Pool ^ 

u : 

>1.S <■ 

12.9 

Hiymus Pool : 

2.0 

0.4 

8.4 

Trachea ( 

).7 { 

5.4 { 

( 

13 ( 
I 

ZNS cancer 

glio/astro) 

J87-MG 

1.5 1 

4.9 f 

i.8 

Lung C 

>.7 |2 

..3 3 

( 

9 ( 
1 

^NS cancer 
glio/astro) U- C 
18-MG 

).3 4 

.7 1 

.5 
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Fetal Lung 

1 

|0.3 

<9.l 

1 

8.0 

CNS cancer 
(neuro;met) 
SK-N-AS 

0.0 

2.6 

0.7 

Lung ca. NCI- 
N4I7 

!o.9 

i 

i 

b.s 

0.2 

CNS cancer 
(astro) SF-539 


n r\ 
u.u 


Lungca. LX-1 

12.7 
> 

1 _ 

16.5 

I 

|0.9 

I 

CNS cancer 
(astro) SNB- 
75 

1.1 

I14.9 

j_ 

3.1 

Lung ca. NC1- 
H146 

jo.o 



|o-3 

0.0 

CNS cancer 
(glio) SNB-19 

70 n 

1UU.0 


Lungca. SHP- 
77 

0.4 

i 

0.2 

CNS cancer 
(glio) SF-295 

u.u 

T — ' " 
I I.J 

A A 

0.0 

Lungca. A549 

2.6 

0.9 

0.0 

Brain 

(Amygdala) 
Pool 

0.8 

7.7 

7.9 

Lung ca. NCI- 

;H526 

0.0 

!0.9 

! 

0.0 

Brain 

(cerebellum) 

n a 


i .0 

Lung ca. NCI- 
H23 ^ 

1.0 

j 

|4.6 

0.6 

Brain (fetal) 

0.7 

12.7 

8.4 

Lung ca. NCI- 
H460 

0.0 

1 
1 

|0.2 

j 

1 

0.0 

r 

Brain 

(Hippocampus 
) Pool 

3.2 

11.7 

9.9 

Lung ca. HOP- 
62 

0.0 

! 

!os 

r~ 

0 0 

Cerebral 
Cortex Pool 

u.o 

1 1 A 

I 1 .u 

1.8 

Lungca. NCI- 
H522 

0.6 

i 

Li 
2.3 

0.0 

Brain 

(Substantia 
nigra) Pool 

2.2 ! 

11.7 

4.2 

Liver 

0.0 

0.0 

0.0 ! 

Brain 

(Thalamus) 
Pool 

2.7 

13.2 

9.1 

Fetal Liver 

0.3 

u j 

3.3 

Brain (whole) 

3.4 

10.6 

3.3 

Liver ca. 
HepG2 

0.3 

0.2 < 

3.0 

1 

Spinal Cord 
Pool 

2.3 

14 7 


Kidney Pool 

0.0 

47.0 . 

100.0 

Adrenal Gland jo.3 5 

19 

74 

Fetal Kidney 

O.O 

4.9 

2.1 

Pituitary gland . 
>ool ^ K 

).0 1 

.1 1 

.8 

Renal ca. 7S6-0 ( 

3.0 

0.2 c 

).0 J 

Salivary Gland ( 

).0 |1 

.8 J 

'.3 

Renal ca. A498 

1.8 ;i 

3.2 c 

; 

rhyroid f 
female) 

>.3 3 

.1 3 

.3 
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:Renal ca. 
iACHN 

0.5 

1 

2.5 

0.0 

Pancreatic ca. 
CAPAN2 

0.0 

jo.s 

0.5 

iRenal ca. UO- 
|3I 

0.0 

, 

j0.5 

0.0 

Pancreas Pool 

0.0 

i 

h.o 

3.5 


Table AVH. Panel 4. ID 


1 

-Tissue Name 

! 

Rel. Exp.(%) 
Ag6425, Run 
268713999 

• — ■ "1 

Rel. Exp.(%) 
Ag6428, Run 
268767535 

r - - ■ • 

Rel. E.\p.(%) 
Ag6435, Run 
268713480 

Rel. Exp.(%) 
Ag6447, Run 
268761806 

Secondary Th 1 act 

0.0 

1.3 lo.O 

0.0 

Secondary Th2 act 

0.0 

1.2 

0.0 

0.0 

Secondary Trl act 

0.0 

0.0 

0.0 

0.0 

Secondary Thl rest 

0.0 

0.0 

0.0 

0.0 

jSecondary Th2 rest 

0.0 

0.0 

0.7 

0.0 

jocuuiiuaiy i t I icm 

0.0 

0.4 

0.0 

0.0 

Primary Thl act 

0.0 

0.0 

0.0 

0.0 i 

Primary Th2 act 

0,0 Jo.3 

0.7 

0.0 

Primary Trl act 

0.0 

0.7 jO.O 

0.0 

Primary Th I rest 

0.0 

o.i Io.o 

0.0 

Primary Th2 rest 

0.0 

0.4 

0.0 

0.0 

Primary Trl rest 

0.0 

0.0 

0.0 

0.0 

CD45RA CD4 lymphocyte 
act 

0.0 

5.4 

0.8 

0.0 

CD45ROCD4 lymphocyte 
act 

0.0 

1.5 

1.6 

0.0 

CDS lymphocyte act 

0.0 

0.7 

0.0 

0.0 

Secondary CD8 
lymphocyte rest 

0.0 

8.8 

0.0 

0.0 

Secondary CDS 
lymphocyte act 

0.0 

0.4 

0.0 

0.0 

CD4 lymphocyte none 

0.0 

0.5 

0.0 

0.0 

2ry Thl/Th2/Trl anti- 
CD95 CH11 

0.0 

0.0 

0.0 

0.0 

LAK cells rest 

2.7 

11.8 

6.1 

0.0 
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LAIC cells 11 -2 

! 

in n 


I 

]U.U 

jo.o 

LAK celk II -?+![ -1? 

in n 

(\ a 
U.U 

u 

.U.U 

jo.o 

gamma 

io.o 

0.0 

j 

jo.o 

0.0 

LAK cells IL-2+ IL-18 

(0.0 

0.0 

0.0 

0.0 

LAK cells 
PMA/ionomycin 

f " ■"■ " 

j 1 5 7 

1 

15.1 

6 i 

U.U 

NK Cells IL-2 rest 

i 

io.o 

3.4 

0.0 

0.0 

|t\vo Way MLR 3 day 

Io.o 

2.2 

r ■ 
i 

i0.9 

0.0 

Two Way MLR 5 day 

i 

jO.O 

O.S 

jo.o 

0.0 

Two Way MLR 7 day 

1 . 

13.2 

|i.i 

2.9 

0.0 

PBMC rest 

0.0 

i 

0.0 

0.0 

PBMC PWM 

0.0 

lu ' ' 

jo.o 

0.0 

PBMC PHA-L 

jo.o 

0.6 

0.0 

0.0 

[Ramos (B cell) none 

<0.0 

0.0 

0.0 

0.0 

|Ramos(B cell) ionomycin jO.O 

0.7 

jo.o 

0.0 

jB lymphocytes PWM 

Io.o 

A A 
0.0 

A A 

0.0 

0.0 

1 

B lymphocytes CD40L 
and IL-4 

jo.o 

0.9 

0.0 

0.0 

EOL-1 dbcAMP 


29.1 

0.0 

0.0 

EOL-1 dbcAMP 
PMA/ionomycin 

0.0 

0.0 

1.0 


Dendritic cells none 

13.S 

4.1 

0.7 

0.0 

Dendritic cells LPS 

0.0 

1.0 

0.0 

0.0 

Dendritic cells anti-CD40 

3.3 

0.5 

1.6 1 

0.0 

Monocytes rest • 

0.0 

0.4 

o.o 1 

0.0 

Monocytes LPS 

0.0 

5.7 

i r 

o.o 1 

0.4 

Macrophages rest 

0.0 i 

j.o 

0.0 |l 

).0 

Macrophages LPS 

0.0 

5.4 ; 

0.8 |( 

).0 

HUVEC none 

0.0 ( 

).0 

?A l ( 

).0 

HUVEC starved 

0.0 ( 

).0 

O.O j( 

).0 

HUVEC IL-lbeta 

0.0 ( 

).0 1 

3.0 \( 

).0 

HUVEC I FN gamma 

0.0 ( 

).0 1 

5.0 \(. 

).0 
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I i 

HUVECTNF alpha + 1 FN i An 
gamma 

0.0 

1 

;o.6 

0.0 

HUVECTNF alpha + IL4 |0.0 

0.0 

io.o 

0.0 

HUVECIL-ll jO.O 

0.4 jo.O 

0.0 

Lung Microvascular EC . 
none j 

0.4 iO.O 

i 

0.0 

Lung Microvascular EC L ft 
TNFalpha* I L- 1 beta I 

i 

0.0 jO.O 

- . - - . . 1 . - 

0.0 

i 

Microvascular Dermal EC ^ 
none j ' 

0.0 

]0.0 

0.0 

Microsvasular Dermal EC 
TNFalpha* IL-1 beta 

1 

0.0 

0.0 

1 

10.0 

i 

0.0 

Bronchial epithelium 
TNFalpha +IL1 beta 

0.0 

0.0 

Io.o 

! 

0.0 

Small airway epithelium 
none 

) 

0.0 

0.0 

0.0 

0.0 

Small airway epithelium 
TNFalpha + I L-l beta 

0.0 

0.0 

0.0 

0.0 

Coronery artery SMC rest 

0.0 

0.0 

;0.5 

0.3 

Coronery artery SMC 
TNFalpha + IL-lbeta 

6.2 

0.3 

0.0 

0.0 

Astrocytes rest jlOO.O 

100.0 

100.0 

54.3 

Astrocytes TNFalpha + 
IL-lbeta 

74.2 

97.3 

97.9 

100.0 

KU-812 (Basophil) rest 

0.0 

0.0 

0.0 

0 0 

KU-8 12 (Basophil) 
PMA/ionomycin 

0.0 

0.0 

0.0 

0.0 

CCD1106 (Keratinocytes) 
none ; 

0.0 

0.0 

0.0 

0.0 

CCD1 106 (Keratinocytes) 
TNFalpha + 1L-1 beta 

0.0 

0.0 

0.0 

0.0 

Liver cirrhosis 

4.6 

2.6 

5.1 

0.6 

NCI-H292 none 

0.0 

1.7 

0.0 

0.0 

NCI-H292 IL-4 

0.0 

0.0 

0.0 

0.0 

NC1-H292 IL-9 

0.0 

0.7 

0.0 

0.0 

NCI-H292 IL-13 

0.0 

0.9 

o.o 1 

o.o ! 
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NCI-H292 IFN gamma jo.O 

0.5 

■o.o 

0.0 

,HPAECnone jo.O 

0.0 

lo.o 

0.0 

jHPAEC TNF alpha + IL-1 
ibeta 

0.0 

o.o lo.o 

0 0 

ILung fibroblast none 

31.4 

95.9 

|62.9 

26.2 

;Lung fibroblast TNF alpha 
j+ IL-I beta 

22.2 

48.6 

j25.2 

28.3 

•Lung fibroblast IL-4 

19.1 

27.4 

•23.3 

16.0 

<Lung fibroblast IL-9 

23.5 

24.0 |20-4 

9.3 

'1 nno fihmhlact TI -I"? 


11.9 

;15.0 

4.3 

I" 

!l una fihrnhlast IFN 

'gamma 

15.7 

55.9 

1 

129.9 

i 

25.2 

1 

jDermal fibroblast 
ICCD1070 rest 

0.0 

6.0 

| 5 .6 

0.0 

jDermal fibroblast 
: CCDI070 TNF alpha 

0.0 

2.7 

0.8 

1.1 

•Dermal fibroblast 
;CCDI070 IL-1 beta 

n n 

5.6 j0.7 

■i 

1 6 

, .. „ - . — 

jDermal fibroblast IFN 
[gamma 

8.5 

30.6 

20.0 

4.9 

[Dermal fibroblast IL-4 

4.1 

30.8 

22.7 

13.5 

[Dermal Fibroblasts rest 

8.0 

54.3 

20.7 

15.8 

Neutrophils TNFa+LPS 

0.0 

0.9 

1.2 

0.0 

Neutrophils rest 

0.0 

0.0 

0.0 

0.0 

Colon 

4.0 

4.6 

7.9 

4.8 | 

Lung 

0.0 

2.8 

1.6 

0.0 

Thymus 

0.0 

0.0 

2.0 

0.0 

Kidney 

4.9 

7.8 

10.2 

0.6 


CNS_neurodegeneration_vl.O Summary: Ag6428/Ag6435/Ag6447 Three 
experiments with different probe and primer sets are in excellent agreement. This panel 
confirms the expression of this gene at low levels in the brains of an independent group of 
individuals. However, no differential expression of this gene was detected between 


5 Alzheimer's diseased postmortem brains and those of non-demented controls in this 


710 


WO 2003/023008 


PCT/US2002/028596 


experiment. See Panel 1 .4 for a discussion of this gene in treatment of central nervous 
system disorders. 

Ag6432, Ag6425 Expression of this gene is lovv/undetectable (CTs > 35) across all 
of the samples on this panel (data not shown). 

5 General_screening_panel_vL6 Summary: Ag6425// Ag6428/Ag6435 Four 

experiments with seven different probe and primer sets are in very good agreement. Highest 
expression of this gene is detected in kidney, a ovarian cancer IGROV-1 cell line and brain 
cancer SNB-19 cell lines (CTs=25-30). In addition, consistent with expression seen in panel 
1 .4, moderate to low levels of expression of this gene is also seen in all the regions of 
10 central nervous system, tissues with metabolic/endocrine functions, and number of cancer 
cell lines. See panel 1.4 for further discussion of this gene. 

Ag6432/Ag6447 Expression of this gene is low/undetectable (CTs > 34.9) across all 
of the samples on this panel (data not shown). 

Panel 4.1D Summary: Ag6425/ Ag6428/Ag6435/Ag6447 Four experiments with 
1 5 different probe and primer sets are in excellent agreement. Highest expression of this gene 
is detected in both resting and cytokine activated astrocytes (CTs=3 1-34.5). Therefore, 
therapeutic modulation of this gene or the design of therapeutics with the encoded protein 
could be important in the treatment of multiple sclerosis or other inflammatory diseases of 
the CNS. 

20 In addition, moderate to low levels of expression of this gene is also seen in resting 

and cytokine treated lung and dermal fibroblasts, as well as in normal tissues represented by 
colon, lung, thymus and kidney. Therefore, modulation of the gene product with a 
functional therapeutic may lead to the alteration of functions associated with these cell types 
and lead to improvement of the symptoms of patients suffering from autoimmune and 

25 inflammatory diseases such as asthma, allergies, inflammatory bowel disease, lupus 
erythematosus, psoriasis, rheumatoid arthritis, and osteoarthritis. 

Ag6432 Expression of this gene is low/undetectable (CTs > 35) across all of the 
samples on this panel (data not shown). 

AW. CG56054-16: Integrin alpha 7-like protein. 
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Expression of gene CG56054-16 was assessed using the primer-probe sets Ag6427, 
Ag6434, Ag6435 and Ag6447, described in Tables AWA, AWB, AWC and A WD. Results 
of the RTQ-PCR runs are shown in Tables AWE, A WF and AWG. 


Table AWA . Probe Name Ag6427 


Primers {Sequences 

Length 

Start Position 

SEQ ID No 

p orward Js| -cttcatctaccatgggagca- 

20 

1301 

678 

]tET-5' - 

Probe jccttcacaggtgctggagggc- 
| j3 ' -TAMRA 

21 

1341 

679 

" " ~ ~ r ~ " ™ 

Reverse j5 ' -ccctggatgcccatc-3 ■ 

15 

1391 

680 

Table AWB. Probe Name Ag6434 

Primers 

Sequences 

Length 

Start 
Position 

SEQ ID No 

Forward 

5* -cctttgatggtgatgggaa-3 ' 

19 

1279 

681 

Probe 

TET - 5 ' - 

cttcatctaccatgggagcagcctg- 
3 ' -TAMRA 

-' i 

1301 

682 

Reverse 

5 • -gctcgggatgcccac-3 ' 


1368 

683 

Table AWC. Probe Name Ae6435 

Primers 

Sequences ] 

Length 

Start Position 

SEQ ID No 

Forward 

5' -ggccagggtggagct-3 » ] 

5 

731 

684 

Probe 

TET- 5' - 

acctggcacacctggacgacg- ^ 
3 ■ -TAMRA 

!1 

766 

685 

Reverse 

5 ■ -cagggaccgggatga-3 ■ 

5 

329 :< 

586 

Table A WD. Probe Name Ag6447 

Primers 

Sequences 

Length 

Start 
Position 

SEQ ID No 

Forward 

5 ' -gacgacggtccctacga-3 ' 

17 

780 

687 

Probe 

TET - 5 1 - 

tcatcccggtccctgccaa-3 1 - 
TAMRA 

19 

829 

688 

Reverse 

5'- 

gtcaatagagaagccaaagtagct- 
3 ■ 

24 

849 

689 


712 


WO 2003/023008 


PCT/US2002/028596 


Table AWE , CNS_neurodegeneration_v ] .0 


Tissue Name 

™ 

IRel. 
Exp.(%) 
Ag6434, 

Dun 

Kun 

269253996 

.. , 

'Rel. ;Rel. 
Exp.(%) jExp.(%) 
Ag6435, |Ag6447, 
Run Run 
269253997 J269254007 

j 

iTissue Name 

Rel. 

Exp.(%) 
Ag6434, 
Run 

26925399 
6 

Rel. 

Exp.(%) 
Ag6435, 
Run 

26925399 
7 

jRel. 
Exp.(%) 
Ag6447, 
Run 

26925400 
7 

AD 1 Hippo 

17.3 

17.1 

| 

1 18.8 

j 

| 

jControl 
i(Path) 3 
Temporal 
iCtx 

9.2 

3.5 

6.3 

AD 2 Hippo 

33.0 

| 

27.9 jl0.4 

j 

r 

Control 

Temporal 
Ctx 

I3.S 

14.8 

~* 

7.0 

AD 3 Hippo 

3.4 

4.8 

! 

jo.o 

■f* 1 '""^-— -»— ■■■ — — ■ 

;AD 1 

jOccipital Ctx 

8.4 

15.0 

0.0 

AD 4 Hippo 

9.0 

18.3 

U.6 

iAD 2 

•Occipital Ctx 
:(Missing) 

0.0 

0.0 

0.0 

ADS hippo 

66.4 

46.7 

r - 
jll.O 

IAD 3 

[Occipital Ctx 

3.8 

8.0 

0.0 

AD 6 Hippo 

100.0 

100.0 

100.0 

i * 
AD 4 

Occipital Ctx 

1.4 

6.8 

3.5 

Control 2 
Hippo 

23.3 

8.5 

3.1 

AD 5 

Occinital Ctx 

21.3 

12.7 

3.8 

Control 4 1 
Hippo 

26.6 

29.9 

43.8 

AD 6 

Occipital Ctx ; 

15.5 

5.9 

8.5 

Control 
(Path) 3 
Hippo 

7.0 

5.2 

5.3 

Control 1 
Occipital Ctx : 

5.5 

4.1 

1.3 

AD 1 

Temporal 

Ctx 

13.7 

12.8 

9.0 

Control 2 ! 
Occipital Ctx ■ 

33.7 

20.3 

13.7 

AD 2 

Temporal 

Ctx 

35.8 

45.1 

21.0 

Control 3 
Occipital Ctx 

3.0 

7.5 

5.0 

AD 3 

Temporal 

Ctx 

7.2 

4.1 

3.9 j 

1 

Control 4 
Occipital Ctx 

S.l 

3.3 

1.3 
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AD 4 

Temporal < 
Ctx 

5.7 < 

! 

3.8 !' 

^Control 
7.7 {(Path) 1 

iOccipital Ctx 

39.0 

• 

25.9 |12.l 

AD 5 Inf 
Temporal 
Ctx 

AD 5 

SupTemporal 
Ctx 

21.9 

„ r 

| jControl 
1.6 |23.7 |(Path)2 

| IOccipital Ctx 

4.2 


13.2 
9.4 

31.6 

\ jControl 
33.2 {11.4 {(Path) 3 

j IOccipital Ctx 

3.2 

2.3 | 

i 

AD 6 Inf 
Temporal 

Ctx ; 

! I (Control 
52.9 152.1 I8S.9 j(Path) 4 

j i iOccipital Ctx 

9.3 

j 

21.0 



20.4 
5.0 

AD 6 Sup 
Temporal 
Ctx 

71.2 

37.6 

! 

! 

61.1 

Control 1 
Parietal Ctx 

10.1 

12.5 

Control I 
Temporal 

Ctx 

10.3 

6.7 

2.8 

Control 2 
Parietal Ctx 

43.5 

41.2 

25.5 

Control 2 
Temporal 
Ctx 

16.2 

7.3 
4.4 

16.0 

• 

Control 3 
Parietal Ctx 

15.9 

! 

I 

13.2 116.7 

J 

Control 3 
Temporal 
Ctx 

8.5 

1.1 

Control 
(Path) 1 
Parietal Ctx 

24.8 

22.5 

i 

4.2 

Control 4 
Temporal 
Ctx 

13.6 

11.7 

! ■ ' 

13.6 

Control 
(Path) 2 
Parietal Ctx 

22.1 

26.8 

14.4 

Control 
(Path) 1 
Temporal 
Ctx 

29.9 

24.8 

13.8 

Control 
(Path) 3 
Parietal Ctx 

9.3 

7.5 

5.9 

Control 
(Path) 2 
Temporal 
Ctx 

13.2 

9.8 

2.6 

Control 
(Path) 4 
Parietal Ctx 

: 34.6 

2Q.6 

9.4 


Table AWF . General_screening_panel_vl .6 


Tissue Name 

Rel. 

Exp.(%) 
Ag6434, 
Run 

277222451 

Rei. Exp.(%) 
Ag6435, Run 
277223167 

Tissue Name 

Rel. Exp.(%) 
Ag6434, Run 
277222451 

Rel. 

Exp.(%) 
Ag6435, 
Run 

277223167 

Adipose 

9.5 

13.2 

Renal ca. TK-10 

3.0 

0.7 
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! ' i 

jMelanoma* L 
|Hs688(A).T 1 

).9 ( 

).9 

'Bladder 

i 

I 

3.4 ( 

5.6 

jMelanoma* \ 
jHs6S8(B).T 

3.7 

1.9 

Gastric ca. (liver 
jmet.) NCI-N87 

1.1 

O.O 

i 

{Melanoma* M14 

D.7 j 

o.o 

jGastric ca. KATO 
illl 

0.0 

0.3 

Melanoma* 
jLOXlMVl 

0.0 

0.0 

5 I 
\ 1 

jColon ca. SW-948 ; 

0.0 

0.0 

j "" " 

jMelanoma* SK- 
iMEL-5 

14.7 

4.4 

i 

jColon ca. SW480 

28.3 


jSquamous cell 
jcarcinoma SCC-4 

0.0 

0.0 

Jcolon ca.* (SW480 
jmet) SW620 

11.7 

1.7 

{Testis Pool 

5.7 

10.0 

; Colon ca. HT29 jO.O 

0.0 

jprostate ca.* (bone ; 
jmet) PC-3 

1.5 

1.8 

i 

jColon ca. HCT-116 

5.0 

0.5 

r 

i 
I 

J " " ~ 1 " 

Prostate Pool 14.2 

10.0 

•Colon ca. CaCo-2 

14.9 

7.6 

j > , 

IPIacenta !o.5 

0.3 

[Colon cancer tissue 

9.2 

5.6 

'uterus Pool 

2.5 

16.2 

1 

i 

Colon ca. SW1116 

2.2 

1.1 

i 

iOvanan ca. 
iOVCAR-3 

0.8 

0.4 

i 

! 

t 

Colon ca. Colo-205 

0.0 

0.0 

jOvarian ca. SK-OV- 

!3 

0.8 

0.9 

i 

jcolon ca. SW-48 

1.4 

0.0 


Ovarian ca. 
OVCAR-4 

0.5 

0.0 

Colon Pool 

14.2 

44.8 


Ovarian ca. 
OVCAR-5 

2.9 

0.3 

Small Intestine 
Pool 

7.4 

96 8 


Ovarian ca. IGROV- 
1 

73.7 

27.0 

Stomach Pool 

9.2 

24.0 


Ovarian ca. 
OVCAR-8 

20.7 

7.6 

Bone Marrow Pool 

4.6 

25.9 


Ovary 

4.0 

4.5 

Fetal Heart 

11.3 

31.6 


Breast ca. MCF-7 

0.5 

0.0 

Heart Pool 

15.2 

23.5 


Breast ca. MDA- 
MB-231 

0.5 

0.0 

Lymph Node Pool 

14.1 

64.6 


Breast ca. BT 549 

j0.5 

0.0 

Fetal Skeletal 
Muscle 

33.0 

46.7 


Breast ca. T47D 

jo.o 

0.0 

Skeletal Muscle 
Pool 

21.2 

24.7 
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i 

Breast ca. MDA-N j( 

. 

Breast Pool j< 

. - .... ^ 

).0 |0.7 jSpleenPool Jl.2 |: 

2.4 

).6 |42.9 

fhymus Pool |6.1 

18.4 

1 

Trachea 

1 

5.3 I 

1 

!< 

5.3 ,( 
I 

ZNS cancer 

glio/astro)U87- 

vlG 

10.4 j. 

i 

5.8 

— ■■ — p 

Lung 



i.3 : 

\ 

3.9 < 

]l 

ZNS cancer 
;glio/astro)U-118- . 
V1G 

3.4 

i 

1.5 

Fetal Lung 

5.0 1 

l( 

8.0 

CNS cancer 
^neuro;met) SK-N- 
AS 

1 
i 

1.8 

i 
i 

0.7 

r — 1 

Lungca.NCl-N417 j 

3.0 

0.2 

CNS cancer (astro) 
SF-539 

0.0 

0.2 

Lungca. LX-1 

4.3 

j j 
(CNS cancer (astro) 
°* 9 |SNB-75 1 

12.0 

3.1 

Lung ca.NCI-H 146 

0.0 

\ 1 
jCNS cancer (gho) 

°'° 1SNB-19 

100.0 

I2.S 

Lung ca. SHP-77 

4.9 

CNS cancer (glio) 
02 isF-295 

7.7 |0.0 

i 

Lungca.A549 (0.7 

~> 

jBrain (Amygdala) 
0,0 jPool 

i 

5.5 7.9 

I 

Lungca.NCI-H526 iO.O 

0.0 jBrain (cerebellum) 

11.0 jl.8 

Lung ca. NCI-H23 

3.1 

0.6 

Brain (fetal) 

6.9 

8.4 

Lungca. NCI-H460 

0.0 

0.0 

Brain 

(Hippocampus) 
Pool 

8.5 

9.9 

Lung ca. HOP-62 

0.0 

0.0 

Cerebral Cortex 
Pool 

6.8 

1.8 

Lung ca. NCI-H522 

1.4 

0.0 

Brain (Substantia 
nigra) Pool 

5.2 

4.2 

Liver 

0.0 

0.0 

Brain (Thalamus) 
Pool 

6.8 

9.1 

Fetal Liver 

0.5 

0.3 

Brain (whole) 

6.8 

3.3 

Liver ca. HepG2 

0.5 

0.0 

Spinal Cord Pool 

6.4 

13.1 

Kidney Pool 

22.8 

100.0 

Adrenal Gland 

8.4 

7.4 

Fetal Kidney 

2.4 

;i2.i 

Pituitary gland 
Pool 

0.6 

1.8 

Renal ca. 786-0 

0.0 

0.0 

Salivary Gland 

1.6 

2.3 
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iRe 


r _. 

jo.o 

5 0.0 

Thyroid (female) 

— ( 

13.3 

|o.7 

; 'Pancreatic ca. 

|CAPAN2 

jo.9 

■0.5 

lo.o 

lo.o 

Pancreas Pool 

j0.8 

13.5 


Table AWG. Panel 4. ID 


iRel. jRel. 1 

!Exp.(%) ;Exp.(%) 1 

i Ag 6434, IAg6435, , 
Tissue Name j R * n 

' 12687133 12687134 j: 
!26 180 

Rel. 

Exp.(%) 
\g6447, . 
Run 

Zoo /olo 

06 

Tissue Name 

Rel. jl 
Exp.(%) a 
Ag6434, L 
Run il 
26871332 \ 
6 

Rel. 

Exp.(%) 
\g6435, 
Run 

26871348 
9 

Rel. ] 
Exp.(%) 
Ag6447, 
Run 

268761S0 
6 

Secondary Till { 
act 

3.0 jo.O 

0.0 

HUVEC IL-lbeta 

0.0 

O.O 

0.0 

Secondary Th2 
act 

i 

i 

0.0 jl 

I 

3.0 j 

0.0 

HUVEC 1FN 
gamma 

0.0 

0.0 

0.0 

i 

oCCUllUalj ill 

act I 

0.0 I 

! 

3.0 

0.0 

HUVEC TNF 
alpha +1 FN 
gamma 

0.0 

0.6 

0.0 

Secondary Thl 
rest 

0.0 

0.0 

0.0 

HUVEC TNF 
alpha +IL4 

0.0 

0.0 

0.0 

Secondary Th2 
rest 

i 

0.0 ! 0.7 

0.0 

HUVEC IL-11 

0.0 

0.0 

0.0 

Secondary Trl 
rest 

0.0 

0.0 

0.0 

Lung 

Microvascular 
EC none 

• 

0.0 

0.0 


Primary Thl act 

0.0 

0.0 

0.0 

Lung 

Microvascular 
EC TNFalpha* 
IL-lbeta 

0.0 

0.0 

0.0 

Primary Th2 act 

0.0 

0.7 

0.0 

Microvascular 
Dermal EC none 

0.0 

0.0 

0.0 

Primary Trl act 

0.0 

0.0 

0.0 

Microsvasular 
Dermal EC 
TNFalpha + IL- 
lbeta 

0.0 

0.0 

0.0 

Primary Thl rest 

0.0 

0.0 

0.0 

Bronchial 
| epithelium 
TNFalpha + 
ILlbeta 

0.0 

0.0 

0.0 

Primary Th2 rest 

0.0 

0.0 

0.0 

Small airway 
epithelium none 

0.0 

0.0 

0.0 


717 


WO 2003/023008 


PCT/US2002/028596 


T . . 

Primary Ti l rest jo.O jo.O ( 

i i 

i J 

4 

).0 \ 

Milan an wdy 
epithelium ( 
rNFalpha + IL- 
Ibeta 

).o io.o 

1 

3.0 

CD45RACD4 | ( 
lymphocyte act j 

CD45RO CD4 
lymphocyte act 

! 

).0 !0.8 ( 

i 


"oronery artery . 
SMC rest 

! i 

3.0 |0.5 | 

0.3 

3.9 

.6 

< 

D.O 

Coronery artery 
SMC TNFalpha 
+-IL-lbeta 

D.O l( 

i 

).0 

0.0 

rns 

(lymphocyte act 

0.0 ( 

3.0 

0.0 

" 1 

Astrocytes rest 

100.0 

100.0 | 

54.3 

Secondary CDS j 
lymphocyte rest | 

i, i — 

{ 

o.o |o.o 

i 1 

0.0 

Astrocytes 
TNFalpha + 1L- 
lbeta 

— - r 

97.3 i 

j 
i 

97.9 

100.0 

Secondary CDS 
lymphocyte act 

0.0 

0.0 

i 

0.0 

KU-812 
(Basophil) rest 

i 

0.0 jo.o 

0.0 

CD4 

lymphocyte 
none 

0.0 


0.0 

KU-S12 

(Basophil) 

PMA/ionomycin 

. - 1 
o.o jo.o 

0 0 

2ry 

Thl/Th2/Tr1 an 
ti-CD95 CH11 

0.0 

0.0 

0.0 

CCD 1106 

(Keratinocytes) 

none 

0.0 

: 

J 

•■ - 

0.0 

0.0 



LAK cells rest 

7.9 

6.1 

0.0 

CCD1106 
(Keratinocytes) 
TNFalpha + IL- 
lbeta 

0.0 

0.0 

0.0 

i 

LAK cells IL-2 iO.O 

0.0 

0.0 

Liver cirrhosis 

3.4 

5.1 

0.6 

LAK cells IL- 
2+IL-12 

0.0 

0.0 

0.0 

NCI-H292 none 

0.0 

0.0 

0.0 

LAK cells IL- 
2+IFN gamma 

0.0 

0.0 

0.0 

NCI-H292 IL-4 

0.0 

0.0 

0.0 

LAK cells IL-2+ 
IL-18 

0.0 

0.0 

0.0 

NCI-H292 IL-9 

0.0 

0.0 

0.0 

LAK cells 
PMA/ionomycin 

7.0 

6.1 

0.0 

NC1-H292 IL-13 

0.0 

0.0 

0.0 

NK Cells IL-2 
rest 

0.0 

0.0 

0.0 

NCI-H292 I FN 
gamma 

0.0 

0.0 

0.0 

Two Way MLR 
3 day 

0.0 

0.9 

0.0 

, HPAEC none 

0.0 

0.0 

0.0 

Two Way MLR 
5 day 

0.0 

0.0 

0.0 

HPAEC TNF 
alpha +IL-1 beta 

0.0 

0.0 

0.0 
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Two Way MLR ! Q Q u 9 , 
|7 day j ' ! 

>.o 1 

1 

^ung fibroblast 
none 

" [ "* T 

72.7 \62.9 

1 

26.2 



28.3 

| j 
i 

PBMC rest !o.O ( 

! 

).0 

] 

3.0 

Lung fibroblast 
rNF alpha +IL-1 
beta 

i 

36.6 J25.2 

i. - 

i 
i 

PBMCPWM jO.O j( 

).0 

0.0 

Lung fibroblast 
IL-4 

i 

62.4 j23.3 
1 

16.0 

1 ! 

PBMC PHA-L jO.O j( 

i i 

).0 
).0 

0.0 

Lung fibroblast 
IL-9 

| 

52.5 120.4 

9.3 

none 

r 

0.0 j< 

0 0 

Lung fibroblast 
IL-13 

! 

14.6 

15.0 

4.3 

Ramos (Q celH 
ionomycin 

o!o jo.o 

0.0 

Lung fibroblast 
1FN gamma 

A 1 C 

41.5 


25.2 

B lymphocytes 
PWM j 

i 

0.0 |o.o 

0.0 

Dermal fibroblast 
CCD 1070 rest 

5.1 

5.6 

0.0 

B lymphocytes 
CD40L and IL-4 

o.o lo.o 

- 1 

0.0 

Dermal fibroblast 
CCD1070 TNF 
alpha 

| 

1 

7.2 



0.8 

1.1 



EOL-1 dbcAMP 

J 

4.4 b.O 

! 
1 

0.0 

Dermal fibroblast 
CCD1070 IL-1 
beta 

0.0 

0.7 

. .. 

1.6 

EOL-1 d be A MP 
PMA/ionomycin 

0.0 |1.0 

0.0 

Dermal fibroblast 
IFN gamma 

24.5 

20.0 

4.9 

Dendritic cells 
none 

Dendritic cells 
LPS 

« i 

0.7 

0.0 

Dermal fibroblast 
IL-4 

28.7 

22.7 

1 J.J 

0.0 

0.0 

0.0 

Dermal 

Fibroblasts rest 

44.4 

20.7 

1 J.O 

Dendritic cells 
anti-CD40 

0.0 

1.6 

0.0 

Neutrophils 
TNFa+LPS 

0.0 

1.2 

0 0 

V/.V 

Monocytes rest 

0.0 

0.0 

0.0 

Neutrophils rest 

0.0 

0.0 

0.0 

Monocytes LPS 

5.9 

0.0 

0.4 

Colon 

4.1 

7.9 

4.8 

Macrophages 
rest 

0.0 

0.0 

0.0 

Lung 

0.0 

1.6 

0.0 

Macrophages 
LPS 

9.1 

0.8 

0.0 

Thymus 

0.0 

2.0 

0.0 

HUVEC none 

0.0 

0.0 

0.0 

Kidney 

8.1 

10.2 

0.6 

HUVEC starved 

0.0 

0.0 

0.0 





CNS_neurodegeneration_vl.O Summary: Ag6434/Ag6435/Ag6447 Three 
experiments with different probe and primer sets are in good agreements. This panel 
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confirms the expression of this gene at low levels in the brains of an independent group of 
individuals. However, no differential expression of this gene was detected between 
Alzheimer's diseased postmortem brains and those of non-demented controls in this 
experiment. See Panel 1.4 for a discussion of this gene in treatment of central nervous 
5 system disorders. 

Ag6427 Expression of this gene is low/undetectable (CTs > 35) across all of the 
samples on this panel (data not shown). 

General j5creening_paneLvl. 6 Summary: Ag6434 Highest expression of this 
gene is detected in a brain cancer SNB-19 cell lines (CT-31 .9). In addition, moderate to low 
10 levels of expression of this gene is also seen in some of the colon, ovarian and brain cancer 
cell lines. Thus, expression of this gene may be used as a marker to detect the presence of 
colon, ovarian and brain cancers. Furthermore, therapeutic modulation of this gene may be 
useful in the treatment of these cancers. 

Ag6435 Highest expression of this gene is detected in kidney (CT=30.6). Moderate 
1 5 levels of expression of this gene is seen in normal tissues represented by breast, testis, 
prostate, uterus, gastrointestinal tract, and tissues with metabolic/endocrine functions 
including adipose, heart, skeletal muscle, and adernal gland. Therefore, therapeutic 
modulation of this gene or its protein product may be useful in the treatment of diseases 
associated with these tissues, including obesity, diabetes and inflammatory bowel disease. 
20 In addition, moderate to low levels of expression of this gene is also seen in some regions of 
central nervous system, and some brain, colon and ovarian cancer cell lines. 

Ag6427/Ag6447 Expression of this gene is low/undetectable (CTs > 34.9) across all 
of the samples on this panel (data not shown). 

Panel 4.1D Summary: Ag6434/Ag6435/Ag6447 Three experiments with different 
25 probe and primer sets are in excellent agreement. Highest expression of this gene is detected 
in both resting and cytokine activated astrocytes (CTs=3 1-34.8). Therefore, therapeutic 
modulation of this gene or the design of therapeutics with the encoded protein could be 
important in the treatment of multiple sclerosis or other inflammatory diseases of the CNS. 

In addition, moderate to low levels of expression of this gene is also seen in resting 
30 and cytokine treated lung and dermal fibroblasts. Therefore, modulation of the gene product 
with a functional therapeutic may lead to the alteration of functions associated with these 
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cell types and lead to improvement of the symptoms of patients suffering from autoimmune 
and inflammatory diseases such as asthma, allergies, inflammatory bowel disease, lupus 
erythematosus, psoriasis, rheumatoid arthritis, and osteoarthritis. 

Ag6427 Expression of this gene is low/undetectable (CTs > 35) across all of the 
5 samples on this panel (data not shown). 

AX. CG56054-17: Integrin alpha 7-like protein. 

Expression of gene CG56054-I7 was assessed using the primer-probe sets Ag6425, 
Ag6426, Ag6435, Ag6439, Ag6440 and Ag6447, described in Tables AXA, AXB, AXC, 
AXD, AXE and AXF. Results of the RTQ-PCR runs are shown in Tables AXG, AXH and 
10 AXI. 


Table AXA . Probe Name Ag6425 


Primers iSequences jLength J 

Start Position 

SEQ ID No 

Forward 

5 • -cggatgcacaccccat-3 ' jl6 

499 

S90 

Probe 

i 

TET-5'- ! 
catcccgagctgggcccc-3 ' - \ 
TAMRA j 

8 1 

531 

691 

Reverse 

5 1 -gccctggatgcccat-3 ' !l5 

1550 

692 

Table AXB. Probe Name Ag6426 

Primers 

Sequences 

Length 

Start Position 

SEQ ID No 

Forward 

5 ' -gtcactgggctgggatct- 
3' 

18 

1156 

693 

Probe 

TET-5 ' - 

ctctccggctctgcggctc-3 1 - 
TAMRA 

19 

1177 

694 

Reverse 

5 ' -actccttctgccaccaca- 
3' 

18 

1254 

695 

Table AXC. Probe Name Ag6435 

Primers 

Sequences 

Length 

Start Position 

SEQ ID No 

Forward 

5 ■ -ggccagggtggagct-3 1 

15 

731 

696 

Probe 

TET-5 1 - 

acctggcacacctggacgacg- 
3 1 -TAMRA 

21 

766 

697 

Reverse 

5 ' -cagggaccgggatga-3 1 

15 

829 

698 
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Table AXD . Probe Name Ag6439 


Primers 

Sequences 

Length 


Start Position 

SEQ ID No 

i 

i Forward 

5' -ctgtggtggcagaaggagt- 
3 ' 

19 

1253 

699 

; 

!Probe 

t 
* 

TET - 5 1 - 

ccctggtgggtcatcctcctg- 
3 • -TAMRA 

21 

1273 

700 

| " 

[Reverse 


5 ' - 

gaagaatcccatcttccacag-3 • 

21 


1339 

701 

Table AXE. Probe Name Ag6440 





jPrimers 


jSequences (Length 

! 

Start Position 

SEQ ID No 

^Forward 

i 

js • -accatcctgaggaacaactg- 
3' 

20 

■ 1 

1 

1456 

702 

\ 

jProbe 


jTET-5 1 - 

^ctgacgggcatcccgagct-3 " - 1 

|tamra 

19 

i 

|l523 
t 

i 

703 

•Reverse 


_ , — . n„, „. * 

i i 

\5 • -ccctggatgcccatc-3 1 

15 

|)549 

704 


Table AXF . Probe Name Ag6447 


jPrimers jSequences 

Length 

~ " I 

Start 

Position 

SEQ ID No 

Forward \s ' -gacgacggtccctacga-3 • 

17 

780 

705 

1 

Probe 

TET- 5 1 - 

tcatcccggtccctgccaa-3 * - 
TAMRA ! 

19 

829 

706 

Reverse 

5' - 

gtcaatagagaagccaaagtagct- 
3 • 

24 

849 

707 


Table AXG . CNS_neurodegeneration_vl.O 


Tissue Name 

Rel. Exp.(%) 
Ag642S,Run ; 
266937076 

Re!.Exp.(%) 
Ag6435, Run 
269253997 

Rel.Exp.(%) 
Ag6439,Run 
269254002 

Rel. Exp.(%) 
Ag6440,Run 
269254003 

Rel. Exp.(%) 
Ag6447, Run 
269254007 

AD 1 Hippo 

24. t 

17.1 

21.6 

18.9 

18.8 

AD 2 Hippo 

48.0 

27.9 

28.9 

61.1 

10.4 

AD 3 Hippo 

6.5 

4.8 

6.1 

9.7 

0.0 

AD 4 Hippo 

13.8 

18.3 

17.6 

23.3 

4.6 

AD 5 Hippo 

52.9 

46.7 

42.6 

34.6 

11.0 

AD 6 Hippo 

100.0 

100.0 

100.0 

100.0 

100.0 
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Control 2 Hippo jl0.6 I 

5.5 : 

12.5 129.9 '3.1 

ContiOl ** nippo 

3 1.0 ^ 

Z9.9 : 

37.9 

54.7 !43.S 

Control (Path) 3 j ( 
Hippo j 

?.8 

5.2 * 

5.4 

i 

5.8 : 

5.3 

AD I Temporal 
Ctx 

10.1 

12.8 

24.5 

12.6 

9.0 

AD 2 Temporal 
Ctx 

33.7 

45.1 

27.5 

59.0 

21.0 

AD 3 Temporal 
Ctx 

0.0 

4.1 

9.0 

, 

17.1 

3.9 

AD 4 Temporal 

Ctx j 

12.8 

6.8 

30.4 

29.9 

7.7 

AD 5 Inf 
Temporal Ctx 

59.0 

1.6 

41.8 

41.8 

1 

23.7 

AD 5 Sup 
Temporal Ctx 

21.9 

33.2 

38.7 

39.2 

11.4 

AD 6 Inf 
Temporal Ctx 

73.7 

52.1 

47.6 

48.6 

88.9 

— — — ~"~* i 
AD 6 Sup 
Temporal Ctx 

50.3 

37.6 

50.3 

17.0 

61.1 

Control 1 
Temporal Ctx 

11.9 

6.7 

24.0 

23.3 

2.8 

Control 2 
Temporal Ctx 

18.6 

7.3 

14.9 

43.5 

16.0 

Control 3 
1 emporai cix 

6.0 

4.4 

16.5 

9.2 

3.1 

Control 3 
i emporai v^ix 

25.7 

1 1.7 

23.8 

30.1 

13.6 

Control (Path) 1 
Temporal Ctx 

18.0 

24.8 

39.8 

51.1 

13.8 

Control (Path) 2 
Temporal Ctx 

18.4 


24.8 

7.2 

2.6 

Control (Path) 3 
Temporal Ctx 

5.6 

3.5 

11.9 

9.9 

6.3 

Control (Path) 4 
Temporal Ctx 

16.8 

14.8 

21.6 

14.9 

7.0 

AD 1 Occipital 
Ctx 

11.9 

15.0 

16.0 

5.8 

0.0 
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i 

AD 2 Occipital ^ 
Ctx (Missing) { 

- - f 

3.0 < 

3.0 lo.O 1 

1 t 

i 

ft A 

ft fi 

j 

AD 3 Occipital 

(Ctx 

83 

t 

! 

s.o 

10.2 

1.0 

n n 
u.v 

r ■ 

AD 4 Occipital 
Ctx 

5.8 

5.8 

18.6 

j5.4 

i ^ 

AD 5 Occioital 
Ctx 

25.2 

12.7 

22.7 

16.6 

j. 6 

AD 6 Occioital 
Ctx 

19.S 

5.9 

22.1 

23.5 

Q < 
Q.D 

Control 1 
Occipital Ctx 

6.6 

4.1 

7.2 

15.2 

1.3 

'Control 2 
{occipital Ctx 

15.7 

20.3 

29.3 

35.8 

13.7 

Control 3 
Occipital Ctx 

5.7 

7.5 

19.2 

4.4 

5.0 

Control 4 
Occipital Ctx 

21.6 

3.3 

13.6 

12.9 |1.3 

Control (Patrri 1 
Occipital Ctx 

28.3 

25.9 

39.5 

22.4 

12.1 

Control (Patrri 2 
Occipital Ctx 

L 

149.7 

1 .. 

7.4 

7.0 

5.0 

13.2 

Control (Path) 3 
Occipital Ctx 

0.0 

2.3 

5.9 

6.7 

9.4 

Control (Path) 4 
Occipital Ctx 

6.6 

21.0 

11.4 

11.9 

20.4 

Control 1 
Parietal Ctx 

8.8 

12.5 

15.7 

33.2 

5.0 

Control 2 
Parietal Ctx 

14.5 

41.2 

37.1 

17.4 

25.5 

Control 3 
Parietal Ctx 

10 0 

13.2 

10.8 

21.6 

16.7 

Control (Path) 1 
Parietal Ctx 

37.6 

22.5 

37.9 

47.3 

4.2 

Control (Path) 2 
Parietal Ctx 

16.6 

26.8 

18.7 

17.1 

14.4 

Control (Path) 3 
Parietal Ctx 

0.0 

7.5 

12.0 

11.7 

5.9 
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Control (Path) 4 | 182 
Parietal Ctx i 


20.6 


27.9 


29.3 


19.4 


Table AXH . General_screening_panel_vl.6 


] 

Tissue Name - 

Rel Exp.(%) 1 
\g6425,Run 
11121X121 j 

Rel. Exp.(%) ] 
\g6435, Run 
177223167^ _ ; 

' "1 
Rel. Exp.(%) |l 

4g6439,Run 

277223175 _ _ \ 

Rel. Exp.(%) 
\g6440, Run 
J77223177 

3.7 _ 

Adipose - 

2.6 

13.2 

17.3 

Melanoma* L 0 
Hs688(A)T i ' 

0.9 

0.4 

3.0 

Melanoma* U ~ 
Hs6S8(B).T | ' 

1.9 

2.9 jo.8 

llVJcldllUIIla ivii*t 

0.0 

0.0 

0.4 

0.0 

nVlclal lull la LVAiivi » i 

0.0 

0.0 

o.o io.o 

Mplannma* SK-MEL-5 

2.2 

4.4 

18.3 |3.0 

Squamous cell 

0.0 

0.0 

0.0 "jo.o 

Tf»<:ti*; Pnnl 

3.5 

\(\ ft 

9.1 

3.0 

Prostate ca.* (bone 
met) PC-3 

U.J 

1.8 

1.3 

1.2 

Prostate Pool 

1.0 

10.0 

28.5 

2.1 

Placenta 

0.0 

0.3 

0.5 

0.0 

Uterus Pool 

1.5 

16.2 

5.3 

2.3 

Ovarian ca. OVCAR-3 

0.3 

0 4 

1.6 

0.4 

Ovarian ca. SK-OV-3 

0.2 

0 9 

1.3 

0.5 

Ovarian ca. OVCAR-4 

0.0 

0.0 

0.9 

0.0 

Ovarian ca. OVCAR-5 

1.3 

0.3 

1.4 

4.2 

Ovarian ca. IGROV-1 

100.0 

27.0 

69.3 

100.0 

Ovarian ca. OVCAR-S 

21.9 

7.6 

17.3 

18.2 

Ovary 

0.3 

4.5 

2.8 

0.8 

Breast ca. MCF-7 

0.0 

0.0 

0.5 

0.3 

Breast ca. MDA-MB- 
231 

0.0 

0.0 

0.2 

0.0 

Breast ca. BT 549 

0.0 

0.0 

0.6 

0.0 

Breast ca. T47D 

0.0 

0.0 

0.4 

0.3 
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Breast ca. MDA^N 

•0.0 lo.7 |o.6 ( 

).3 

Breast Pool 

|4.1 i 

12.9 

12.2 

3.5 

Trachea 

|0.7 \ 

5.3 

4.7 

1.4 

Lung 


).7 : 

5.9 

3.9 

5.3 


Fetal Lung 

n 

).3 

B.O 

5.3 

2.9 

Lungca. NCI-N417 

0.9 

3.2 

4.0 

2.0 


Lungca. LX-1 

|2.7 

0.9 

4.9 

6.3 _ 

Lungca. NC1-H146 

lo.o 

0.0 

0.1 

0.0 

Lung ca. SHP-77 


" i r 

5.4 10.2 

4.5 

0.8 

Lung ca. A549 

|2.6 j 

0.0 

0.6 

2.2 

Lungca.NCI.H526 

lo.o \ 

0.0 

0.4 

0.3 


Lungca. NCI-H23 


u. ! 

0.6 

2.9 

2.3 


Lungca. NCI-H460 

0.0 

0.0 

0.0 

0.0 

Lungca. HOP-62 

0.0 i 

0.0 

0.5 

0.0 

Lungca. NCI-H522 

j 

0.6 

0.0 

3.3 

2.5 

Liver 

■I " I 

lo.o 

u.u 

0.1 

0.4 

Fetal Liver 

!o.3 

0.3 

0.8 

0.8 

Liver ca. HepG2 

0.3 

0.0 

0.1 

0.9 

Kidney Pool 


0.0 

100.0 

43.2 

14.6 

Fetal Kidney 

0.0 

12.1 

5.8 

3.4 

Renal ca. 786-0 

0.0 

0.0 

U.J 

0.0 

Renal ca. A498 

1.8 

0.0 

U.J 

3.8 

Renal ca. ACHN 

0.5 

0.0 

I J. 

0.5 

Renal ca. UO-31 

0.0 

0.0 

0.6 

0.0 

Renal ca. TK-10 

0.4 

0.7 

2.1 

0.5 

Bladder 

0.0 

6.6 

8.3 

0.9 

Gastric ca. (liver met.) 
NCI-N87 

0.0 

0.0 

1.1 

0.8 

Gastric ca. KATOIII 

0.5 

0.3 

0.4 

0.4 

Colon ca. SW-948 

1.5 

0.0 

0.3 

2.2 

Colon ca. SW480 

5.2 

4.4 

23.0 

6.3 
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Colon ca.* (SW480 L 
met) SW620 ! 

1.8 1 

•7 < 

5.1 

12 

Colon ca. HT29 '( 

).0 ( 

).0 i< 

3.0 J< 

).3 

jcolonca.HCT-116 ^ < 

).2 ( 

)-5 _ J 

2.1 !< 

).6 

jcolon ca. CaCo-2 

. r — ~ , 

3.6 \1.6 j 

18.3 |6.5 

jcolon cancer tissue 

3.3 15.6 

7.7 

+.4 

!Colonca.SW1116 

3.0 

11 

1.8 

2.1 

(Colon ca. Co!o-205 

0.4 

0.0 

0.2 

1.3 

[colon ca. SW-4S 

3.6 

0.0 

1.4 

3.0 

Colon Pool 

• 

5.0 

44.8 

25.5 

8.1 

Small Intestine Pool 

1.7 

26.8 

12.8 

2.0 

Stomach Pool 

2.3 

24.0 

8.5 

4.2 

jl3one Marrow Pool 

1.6 

25.9 

18.7 

j.5 

[Fetal Heart 

2.3 

31.6 

33.7 

8.6 

« — 1 1 " 1 
Heart Pool 

7.0 


33.7 

10.7 

Lymph Node Pool 

6.1 

64.6 

19.9 

6.7 

Fetal Skeletal Muscle 

|5.2 

46.7 

19.1 

19.2 

Skeletal Muscle Pool 

i 

9.2 

24.7 

22.1 

22.7 


0.0 

2.4 

2.7 

0.6 

Thymus Pool 

2.0 

IB J 

18.4 

7.7 

3.1 

CNS cancer (glio/astro) 
U87-MG 

1.5 

5.8 

10.9 

2.2 

CNS cancer (glio/astro) 
U-11S-MG 

0.3 

1.5 

3.8 

0.8 

CNS cancer 
(neuro;met) SK-N-AS 

0.0 

0.7 

1.4 

0.5 

CNS cancer (astro) SF- 
539 

0.0 

0.2 

:0.1 

0.2 

CNS cancer (astro) 
SNB-75 

1.1 

3.1 

11.7 

2.8 

CNS cancer (glio) 
SNB-19 

79.0 

12.8 

100.0 

97.9 

CNS cancer (glio) SF- 
295 

0.0 

0.0 

8.2 

1.5 
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, — 1 1 

Brain (Amygdala) Pool ] 
Brain (cerebellum) j 

0.8 

. - | • | 
7.9 J3.0 |4.4 

0.4 

, 

1.8 18.8 

1.2 

Brain (fetal) |°- 7 

8.4 1 

6.8 

2.1 

Brain (Hippocampus) j 3 2 
Pool ! 

Q Q 

1 1.0 

4.3 



Cerebral Cortex Pool 

0.6 

1-8 

11.6 

2.0 

Brain (Substantia nigra) 
Pool 

2.2 

4.2 

10.0 

2.0 

|Brain (Thalamus) Pool 

2.7 

9.1 

9.7 

2.8 

Brain (whole) 

0.4 

3.3 


1.9 

Spinal Cord Poo! 

2.3 

13.1 

12.2 

-I.- 

, , j — — 

Adrenal Gland ]o.3 

7.4 

4.8 

0.9 

Pituitary gland Pool [o.O 

1.8 

1.4 

0.6 

Salivary Gland jo.O 

2.3 

1.1 

0.0 

Thyroid (female) ;0.3 

3.3 

1.9 

1.3 

i 

Pancreatic ca. L 0 
CAPAN2 i " 

0.5 

0.7 

0.6 

Pancreas Pool jO.O 

3.5 

3.2 

1.0 


Table AXI . Panel 4.1 D 


Tissue Name 

Rel. Exp.(%) 
Ag6425, Run 
268713999 

ReL Exp.(%) 
Ag6435, Run 
268713480 

Rel. Exp.(%) 
Ag6439, Run 
268760823 

ReL Exp.(%) 
Ag6447, Run 
268761806 

Secondary Thl act • 

0.0 

0.0 

0.0 

0.0 

Secondary Th2 act 

0.0 

0.0 

0.0 

0.0 

Secondary Trl act _ 

0.0 

0.0 

0.0 

0.0 

Secondary Thl rest 

0.0 

0.0 

0.0 

0.0 

Secondary Th2 rest 

0.0 

0.7 

0.0 

0.0 

Secondary Trl rest 

0.0 

0.0 

0.0 

0.0 

Primary Thl act 

0.0 

0.0 

0.0 

0.0 

Primary Th2 act 

0.0 

0.7 

0.0 

0.0 

Primary Trl act 

0.0 

0.0 |o.o 

0.0 

Primary Thl rest 

0.0 

0.0 jl.2 

0.0 

Primary Th2 rest 

0.0 

o.o jo.o 

0.0 
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iPrimaryTrl rest jC 

.o jo.o i< 

).0 

3.0 

CD45RA CD4 lymphocyte j Q Q , 
jact ! 

3.8 | 

2.6 

3.0 

CD45RO CD4 lymphocyte | 0 Q 
act \ 

\ 

1.6 

2.3 

0.0 

CDS lymphocyte act ;0.0 

u.u . 

0.0 

0.0 

Secondary CD8 !q q 
lymphocyte rest 1 

0.0 

! 

0.0 

0.0 

Secondary CDS |q q 
lymphocyte act j ' 

0.0 

0.0 

0.0 

CD4 lymphocyte none jO.O 

0.0 

0.0 

0.0 

2ryThl/Th2/Tr1 anti- L 0 
CD95CH11 | ' 

0.0 

1.2 

0.0 

LAK cells rest \2.7 

6.1 

15.2 

0.0 

LAK cells IL-2 i0.0 

0.0 

0.0 

0.0 

— — ' — >— - — ~\ 

LAK cells 1L-2+IL- 12 

0.0 

0.0 ) 

0.0 

0.0 

LAK cells IL-2+IFN 
gamma 

0.0 

0.0 

0.0 

0.0 

— _ .,. — — j 

LAKcellsIL-2-HL-IS jO.O 

0.0 

u.u 

ft ft 

LAK cells. 
PMA/ionomycin 

15.7 

|6, 

9.0 

0.0 

NK Cells IL-2 rest 

0.0 

0.0 

1.4 

0.0 

Two Way MLR 3 day 

0.0 

0.9 

1.4 

0.0 

Two Way MLR 5 day 

0.0 

0.0 

0.0 

0.0 

Two Way MLR 7 day 

13.2 

2.9 

3.7 

0.0 

PBMC rest 

0.0 

0.0 

0.0 

0.0 

PBMC PWM 

0.0 

n n 
u.u 


0.0 

PBMC PHA-L 

0.0 

0.0 

0.0 

0.0 

Ramos (B cell) none 

0.0 

0.0 

0.0 

0.0 

Ramos (B cell) ionomycin 

0.0 

0.0 

0.0 

0.0 

B lymphocytes PWM 

0.0 

0.0 

0.0 

0.0 

B lymphocytes CD40L 
and IL-4 

0.0 

0.0 

0.0 

0.0 ! 

EOL-1 dbcAMP 

9.1 

0.0 

68.8 

0.0 
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ROI -1 dbcAMP 
PMA/ionomycin 

0.0 

1.0 il.8 

0.0 

Dendritic cells none 

13.8 

0.7 jO.O 

0.0 

Dendritic cells LPS 

0.0 

0.0 UO 

0.0 

Dendritic cells anti-CD40 

3.3 

1.6 |0.0 

0.0 

Monocytes rest 

0.0 

0.0 j 

0.0 

0.0 

Monocytes LPS 

0.0 

0.0 

2.6 

0.4 

{Macrophages rest 

0.0 

0.0 j 

0.0 
9.2 

0.0 

; Macrophages LPS 

0.0 

0.8 

0.0 

HUVEC none 

0.0 

o.o jo.o 

0.0 

HUVEC starved io.O 

o.o io.o 

0.0 

HUVEC IL-lbeta IO.O 

o.o io.o 

0.0 

HliVFr IFN oamma 

I IU V II IN ^ulllllia 

0 0 

o.o io.o 

0.0 

p ' 

|HU VEC TNF alpha + I FN 
igamma 

0.0 

0.6 |0.0 


JHUVEC TNF alpha +IL4 

0.0 

o.o Io.o 

0.0 

HUVEC IL-ll 

0.0 

0.0 0.0 

0.0 

Lung Microvascular EC 
none 

0.0 

r 

o.o !o.o 

0.0 

Lung Microvascular EC 
TNFalpha + IL-lbeta 

0.0 

0.0 

0.0 

0.0 

Microvascular Dermal EC 
none 

0.0 

0.0 

0.0 

0.0 

Microsvasular Dermal EC 
TNFalpha* IL-lbeta 

0.0 

0.0 

0.0 

0.0 

Bronchial epithelium 
TNFalpha + lLlbeta 

0.0 

0.0 

0.0 

0.0 

Small airway epithelium 
none 

0.0 

0.0 

0.0 

0.0 

Small airway epithelium 
TNFalpha+ IL-lbeta 

0.0 

0.0 

0.0 

0.0 

Coronery artery SMC rest 

0.0 

0.5 

0.0 

0.3 

Coronery artery SMC 
TNFalpha+ IL-lbeta 

6.2 

0.0 

0.0 

0.0 

Astrocytes rest 

100.0 

100.0 

100.0 

54.3 
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1 I 
Astrocytes TNFalpha + | ?4 2 < 
IL-lbeta ! ! 

r 

>7.9 i 

)5.9 

1 00.0 

KU-812 (Basophil) rest io.0 j< 

3.0 j( 

).0 1 

3.0 

K.U-81 2 (Basophil) j c 
PMA/ionomycin 

>.o 

3.0 lo.O 

i 

3.0 

CCD1106(Keratinocytes) j ( 
none 

).0 

o.o jo.o 

0.0 

! 

CCD 1 1 06 (Kerati nocy tes) L Q 
TNFalpha + IL-lbeta | ' 

1 

0 0 

0.0 

rv A 

0.0 

Liver cirrhosis :4.6 

5.1 

8.5 

0.6 

i 

NC1-H292 none 

).0 

0.0 

0.0 

0.0 

NCI-H292 IL-4 

3.0 

0.0 

0.0 

0.0 

NCI-H292 IL-9 

0.0 

0.0 

0.0 

0.0 

NCI-H292IL-13 ' 

0.0 

0.0 

0.0 

0.0 

NCI-H292 IFN gamma lO.O 

A A 
0.0 


0.0 

HPAEC none jo.0 

0.0 

0.0 

0.0 

HPAECTNF alpha + IL-l ! 
beta 

0.0 

0.0 

0.0 

0.0 

Lung fibroblast none 

31.4 

62.9 

94.0 

26.2 

Lung fibroblast TNF alpha 
+ IL-1 beta 

22.2 

25.2 

62.9 

28.3 

Lung fibroblast IL-4 

19.1 

23.3 

34.9 

16.0 

Lung fibroblast IL-9 

23.5 

20.4 

96.6 

9.3 

Lung fibroblast IL-1 3 

4.5 

15.0 

13.4 

4.3 

Lung fibroblast IFN 
gamma 

15.7 

29.9 

89.5 

25.2 

Dermal fibroblast 
CCD1 070 rest 

0.0 

5.6 

4.1 

0.0 

Dermal fibroblast 
CCD1070 TNF alpha 

0.0 

0.8 

2.3 

1.1 

Dermal fibroblast 
CCD1070 IL-1 beta 

0.0 

0.7 

0.0 

1.6 

Dermal fibroblast IFN 
gamma 

8.5 

20.0 

26.6 

4.9 

Dermal fibroblast IL-4 

4.1 

22.7 

25.5 

13.5 

Dermal Fibroblasts rest 

8.0 

20.7 

47.3 

15.8 
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Neutrophils TNFa+LPS jo.O 

1 .2 0.0 

0.0 

i 

Neutrophils rest =0.0 ^ 

0.0 =0.0 

0.0 

Colon ko 

7.9 i8.4 

4.8 

Lung jo.O 

1.6 [2.1 

0.0 

Thymus jo.O 

2.0 !2.4 

0.0 

Kidney U.9 |l0.2 ;5.2 

0.6 


CNS^neurodegenerationjvl.O Summary: Ag6425/Ag6435/Ag6439/Ag6440/ 
Ag6447 Seven experiments with different probe and primer sets are in excellent agreement. 
This panel confirms the expression of this gene at low levels in the brains of an independent 
group of individuals. However, no differential expression of this gene was detected between 


5 Alzheimer's diseased postmortem brains and those of non-demented controls in this 
experiment. See Panel 1 .4 for a discussion of this gene in treatment of central nervous 
system disorders. 

Ag6426 Expression of this gene is low/undetectable (CTs > 34.9) across all of the 
samples on this panel (data not shown). 

10 General_screening_panel_vl.6 Summary: Ag6425/Ag6435/Ag6439/Ag6440 

Four experiments with seven different probe and primer sets are in very good agreement. 
Highest expression of this gene is detected in kidney, a ovarian cancer IGROV-1 cell line 
and brain cancer SNB-19 cell lines (CTs=25-30). In addition, consistent with expression 
seen in panel 1 .4, moderate to low levels of expression of this gene is also seen in all the 

15 regions of central nervous system, tissues with metabolic/endocrine functions, and number 
of cancer cell lines. See panel 1 .4 for further discussion of this gene. 

Ag6447 Expression of this gene is low/undetectable (CTs > 35) across all of the 
samples on this panel (data not shown). 

Panel 4.1D Summary: Ag6425/Ag6435/Ag6439/Ag6447 Four experiments with 
20 different probe and primer sets are in excellent agreement. Highest expression of this gene 
is detected in both resting and cytokine activated astrocytes (CTs=3 1-34.5). Therefore, 
therapeutic modulation of this gene or the design of therapeutics with the encoded protein 
could be important in the treatment of multiple sclerosis or other inflammatory diseases of 
the CNS. 
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In addition, moderate to low levels of expression of this gene is also seen in resting 
and cytokine treated lung and dermal fibroblasts, as well as in normal tissues represented by 
colon, lung, thymus and kidney. Therefore, modulation of the gene product with a 
functional therapeutic may lead to the alteration of functions associated with these cell types 
5 and lead to improvement of the symptoms of patients suffering from autoimmune and 
inflammatory diseases such as asthma, allergies, inflammatory bowel disease, lupus 
erythematosus, psoriasis, rheumatoid arthritis, and osteoarthritis. 

Ag6426/ Ag6440 Expression of this gene is low/undetectable (CTs > 35) across all 
of the samples on this panel (data not shown). 
10 AY. CG56054-18: Integrin alpha 7-like protein. 

Expression of gene CG56054-1 8 was assessed using the primer-probe sets Ag4983, 
Ag6442, Ag6425, Ag6428, Ag6431, Ag6435, Ag6439, Ag6447, Ag6413 and Ag6964, 
described in Tables AY A, AYB, AYC, A YD, AYE, AYF, AYG, AYH, AYI and AYJ. 
Results of the RTQ-PCR runs are shown in Tables AYK, AYL, AYM, AYN, AYO and 
15 AYP. 


Table AYA . Probe Name Ag4983 


Primers 

Sequences 

Length 

Start 
Position 

SEQ ID No 

Forward 

5' - 

ccaggtcaccttctacctcatc-3 • 

22 

2342 

708 

Probe 

TET-5 ' - 

cttagcacctccgggatcagcatt- 
3 • -TAMRA 

24 

2364 

709 

Reverse 

5 ' - 

aacagcagctctacctccagtt-3 • 

22 j 

2398 

710 


Table AYB . Probe Name Ag6442 


Primers 

Sequences 

Length 

Start Position 

SEQ ID No 

Forward 

5' - 

gatgtggacagtagggatagga-3 ' 

22 

2781 

711 

Probe 

TET-5 ' - 

ccacctgagcagcaggagcct-3 ' - 
TAMRA 

21 

2820 

712 

Reverse 

5 1 -gcgcagtccagggtg-3 ' 

15 

2906 

713 
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Table AYC Probe Name Ag6425 


r - ~ - -r [ - i 

•Primers iSequences [Length Start Position 

SEQ ID No 

■ — s 

;Forvvard \s • -cggatgcacaccccat- 3 • 

18 

3296 

714 

■ jTET-5 1 - 

;Probe jcatcccgagctgggcccc-3 ' - 

i -TAMRA 

3328 

715 

jReverse !s * -gccctggatgcccat-3 • 

15 

3347 

716 


Table AYD . Probe Name Ag6428 


5 


1 

jPrimers 

— ^ — i ' » 

i i 
'Sequences JLength 

Start Position i 

SEQ ID No 

i 

(Forward 

— 

5 ' -cttcatctaccatgggagca- 

20 

1301 

717 

i- 1 

1 

jProbe 

i 

j 

jTET- 5 ' - 

Iccttcacaggtgctggagggc- 
3 ' -TAMRA 

21 


1341 

718 

i 

: Reverse 

f 

i 

I 

5' -agggagtagccgaagctct- 
3 ' 

19 

1378 

719 

Table AYE. Probe Name Ag6431 

r~ 

jPrimers 

i 

J 

iSequences 

: .... 


Length 

Start 
Position 

SEQ ID No 

f " 

jForward 

i 

5 1 -aaacatcaccctggactgc-3 * 


19 

2900 

720 

i 

Probe 

TET-5' - 

jtggtgttcagctgcccactctacag 
3 ' -TAMRA 


25 

2941 

;721 

Reverse 


5' -ccgcgcggtcaaa-3 ' 


13 

2967 

722 

Table AYF. Probe Name Ag6435 



Primers 

Sequences 

Length 

Start Position 

SEQ ID No 

Forward 

5 » -ggccagggtggagct-3 ' 

15 

731 

723 

Probe 

TET-5 1 - 

acctggcacacctggacgacg- 
3 ' -TAMRA 

21 

766 

724 

Reverse 


[5 ' -cagggaccgggatga-3 » 

15 

829 

725 

Table AYG. Probe Name Ag6439 


Primers 


jsequences 

Length 

Start Position 

|sEQ ID No 
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Forward js ■ -ctgtggtggcagaaggagt- 

19 

3157 

726 

:tet-5' - 

Probe jccctggtgggtcatcctcctg- 
{3 1 -TAMRA 

21 

-» 

177 , 

727 

Reverse ;gaagaatcccatcttccacag-3 1 

21 

3243 

728 

Table AYH. Probe Name As6447 

Primers iSequences 

Length 

Start 
Position 

SEQ ID No 

... . 

Forward 

5 ' -gacgacggtccctacga-3 1 


17 

780 

729 

jTET- 5 ' - 

Probe itcatcccggtccctgccaa-3 ' - 
|tamra 

19 

829 

730 

I 5, - 

Reverse jgtcaatagagaagccaaagtagct - 

13 1 

24 

849 

731 

Table AYI. Probe Name Ag6413 






jprimers 'Sequences 

Length 

Start Position 

SEQ ID No 

r , 

Forward jggtgaagacaagatctgccag-3 ' 

21 

1980 

732 

|tet-5»- 

Probe jtgtacccgggtcagcgacacg- 
|3 ■ -TAMRA 

21 

2031 

733 

Reverse j* ' -g ct 9 tt g ttccatccacatc - 

20 

2073 

734 

Table AYJ. Probe Name A°6964 

Primers 

Sequences 

Length 

Start Position 

SEQ ID No 

Forward 

5 1 -ggccccagacatgca-3 • 


2986 

735 

Probe 

TET-5 • - 

actctacagctttgaccgcgcgg- 
3 ' -TAMRA 

23 

2957 

736 

Reverse 

5 1 -gccaactgtgtggtgttca-3 ' 

1 

2931 

737 
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jRel. 1 
]Exp.(%) 1 
Tissue |Ag4983, j 
Name -Run 1 
|2186492 3 
j23 ! 

*el. iRel. I 
£xp.(%)]Exp.(%) 1 
Vg6413, !Ag6425, \ 
Run jRun 1 
>692539 12669370 
$3 i76 : l 

*el. 1 

HAp.^ /o) J 

\g642S, i 
Run ] 
>669370 : 

5i : 

Rel. ,1 

\g6431,:; 
Run 1 
>680307 1: 
12 1< 

Rel. iRel. 1 
£xp.(%)jExp.(%)jl 
ig6435, |Ag6439, i 
Run 'Run ] 
!692539 ]2692540 \ 
)1 |02 ! 

Rel. 1 
£xp.(%) ] 
\g6442, , 
Run 1 
1649792 
^8 

Rel. 

Exp.(%) 
\g6447, 
Run 

"> /COO CIA 

07 

ADl 
Hippo 

23.7 : 

j 

>4.8 j; 

i 

24.1 I 

i 

18.0 

18.8 

17.1 | 

i 

21.6 

19.2 

18.8 

s d2 L1.2 

Hippo 

52.9 

48.0 

32.3 

28.7 ! 

27.9 

28.9 

49.7 

10.4 

AD j i 
Hippo j 

S.9 1 

6.4 

6.5 

3.7 

7.5 

4.8 

6.1 

20.4 

0.0 

AD 4 
Hippo 

14.8 

25.5 

13.8 

10.7 

18.8 

18.3 

17.6 

5.6 

4.6 

AD 5 
Hippo 

44.8 

41.8 

52.9 

53.2 

38.4 

46.7 

42.6 

— — — - — ■«• 

57.4 

11.0 

AD 6 
Hippo 

100.0 

100.0 

100.0 

100.0 

100.0 

i 

100.0 

100.0 

90.1 

100.0 

Control 2 
Hippo 

243 

36.1 jl0.6 

18.7 

29.5 

8.5 

32.5 

28.5 

3.1 

Control 4 
Hippo 

42.9 

" - j 

43.8 |51.8 ;27.0 

L i - 

32.3 

! _ 

29.9 

37.9 

86.5 

43.8 

Control 
(Path) 3 
Hippo 

14.2 

11.4 

9.8 

4.6 

6.0 

5.2 

6.4 

0.0 

5.3 

ADl 

Temporal 

Ctx 

23.3 

15.9 

10.1 

12.9 

17.1 

12.8 

24.5 

16.8 

9.0 

AD 2 

Temporal 

Ctx 

41.5 

47.3 

33.7 

31.0 

39.8 

45.1 

27.5 

21.6 

21.0 

AD 3 

Temporal 

Ctx 

9.5 

9.8 

0.0 

6.0 

11.3 

4.1 

9.0 

5.7 

3.9 

AD 4 

Temporal 

Ctx 

30.6 

39.0 

12.8 

20.2 

25.3 

6.8 

'30.4 

8.7 

7.7 

AD5Inf 
Temporal 
Ctx 

45.4 

37.1 

59.0 

39.2 

36.3 

1.6 

41.8 

73.7 

23.7 
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AD 5 Sup j 
iTemporal jSl.l 
jCtx | 

i 

39.0 |21.9 

t 

42.0 

i 

32.3 j 

i 

33.2 

38.7 

55.9 

11.4 

r— — r ^ 

iAD61nf j 
Temporal j38.2 
Ctx ! 

i ! 

59.9 173.7 

-1 J 

49.3 

46.7 ! 

52.1 

47.6 

76.8 

88.9 

j 

AD 6 Sup j 

Temporal 

Ctx 

43.8 

1 
] 

48.6 

i 
j 

' i 
50.3 

48.3 

50.3 

37.6 

50.3 

59.9 

61.1 

Control 1 
Temporal 
Ctx 

12.2 

23.0 

11.9 

12.9 

15.6 , 

6.7 

24.0 

46.7 

2.8 

— i " """ 
Control 2 J 
Temporal jl4.2 
Ctx i 

{ 

! 

i 

32.5 j 

^ 

i 

18.6 

18.2 

17.4 

7.3 

14.9 

50.0 

16.0 

.. 

■ 

Control 3 
Temporal 
Ctx 

15.1 

i 

15.3 6.0 

! 

9.6 

14.5 

4.4 

16.5 

9.5 

3.1 

Control 3 
Temporal 
Ctx 

23.7 

, 

; 

25.0 

25.7 

15.2 

13.1 

11.7 

23.8 

13.6 

13.6 
13.8 

Control 
(Path) 1 
Temporal 
Ctx 

26.1 

47.0 

18.0 

27.0 

30.6 

24.8 

39.8 

46.0 

Control 
(Path) 2 
Temporal 
Ctx 

24.5 

.... 

25.9 

18.4 

^ 

16.0 

20.4 

r*~" ' — : 
9.8 

24.8 

0.0 

2.6 

Control 
(Path) 3 
Temporal 
Ctx 

11.7 

16.0 

5.6 

7.5 

10.9 

3.5 

11.9 

31.0 

6.3 

Control 
(Path) 4 
Temporal 
Ctx 

21.9 

27.4 

16.8 

17.1 

18.2 

14.8 

21.6 

39.5 

7.0 

AD 1 

Occipital 

Ctx 

16.0 

11.9 

11.9 

10.2 

11.5 

15.0 

16.0 

6.3 

0.0 

AD 2 

Occipital 

Ctx 

(Missing) 

0.0 

0.0 

0.0 

0.0 

0.0 

0.0 

0.0 

0.0 

0.0 
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i i 
AD 3 ; 

Occipital il 

Ctx 

0.7 ( 

~~i r ' " 

3.0 >8.3 16.4 ! 

! i 

3.8 ! 

1 

3.0 1 

I 

10.2 

1.9 1 

).0 

AD 4 j 
Occipital j 
Ctx i 

18.9 

! 

23.7 |5.S 

i i 

3.0 

17.9 

1 

5.8 

18.6 

11.1 

3.5 

, 

AD 5 | 
Occipital !24.8 
Ctx 1 

1 ! 

28.3 125.2 125.3 

! 1 1 

22.5 

12.7 

22.7 

42.3 ' 

3.8 

AD 6 

Occipital 

Ctx 

20.6 

! 
i 

31.9 

! 

i 

19.8 

20.2 

17.0 

5.9 

22.1 

14.8 

8.5 

jcontrol 1 
(Occipital 
|Ctx | 

9.5 

i 

14.4 j 

5.6 j 

6.0 

8.7 

4.1 

7.2 

8.8 

1.3 

r- j 

Control 2 
Occipital 
Ctx 

31.9 

r i 

42.6 !l5.7 

i 

26.4 

33.2 

20.3 

29.3 

82.4 

13.7 

Control 3 
Occipital 
Ctx 

18.8 

1 

i 

13.0 

5.7 

10.7 

17 1 

7.5 

19.2 

8.8 

5.0 

Control 4 
Occipital 
Ctx 

18.2 

17.0 121.6 

i 

12.0 

12.6 

3.3 

13.6 

24.0 

1.3 

Control 
(Path) 1 
Occipital 
Ctx 

38.2 

52.5 

28.3 

35.6 

36.1 

25.9 

39.5 

100.0 

12.1 

Control 
(Path) 2 
Occipital 
Ctx 

9.6 

14.1 

49.7 

6.7 

7.9 

7.4 

7.0 

9.3 

13.2 

Control 
(Path) 3 
Occipital 
Ctx 

4.8 

8.7 

0.0 

5.4 

6.0 

2.3 

5.9 

4.1 

9.4 

Control 
(Path) 4 
Occipital 
Ctx 

16.2 

13.2 

6.6 

13.2 

10.2 

21.0 

11.4 

32.8 

20.4 

Control 1 

Parietal 

Ctx 

14.4 

21.9 

8.8 

8.8 

16.3 

12.5 

15.7 

1 

9.2 

5.0 


738 


WO 2003/023008 


PCT/US2002/028596 


Control 2 

Parietal 

Ctx 

1 

32.8 

2S.9 Il4.5 

34.4 

28.3 

j 

41.2 

37.1 |28.1 

25.5 

Control 3 : 

Parietal 

Ctx 

20.6 

19.8 jl9.9 

! 

11.5 
34.2 

8.7 
39.2 

13.2 
22.5 

10.8 |9.1 

i ^ 

16.7 . 
4.2 

14.4 

Control 
(Path) 1 
Parietal 
Ctx 

35.4 

| 
i 

62.4 ;37.6 

1 

37.9 

69.3 

Control 
(Path) 2 
Parietal 
Ctx 

22.1 

j 

23.8 316.6 

i 

19.6 

22.5 

26.8 

18.7 

37.6 

Control 
(Path) 3 
Parietal 
Ctx 

11.2 

i 
i 

15.4 =0.0 

3.9 

7.1 

7.5 

12.0 

10.4 

5.9 

Control 
(Path) 4 
Parietal 
Ctx 

31.2 

• ■ 

i 

! 
1 

34.2 ] 18.2 

i 

24.8 

8.8 

20.6 

27.9 

27.5 

9.4 


Table AYL . General_screening_panel_vl .4 


Tissue Name 

Rel. Exp.(%) 
Ag4983, Run 
218328386 

Tissue Name 

Rel. Exp.(%) 
Ag4983, Run 
218328386 

Adipose 

25.3 

Renal ca. TK-10 

3.0 

Melanoma* Hs688(A).T 

1.0 

Bladder 

7.0 

Melanoma* Hs688(B).T 

2.9 

Gastric ca. (liver met.) 
NCI-N87 

1.9 

Melanoma* M14 

0.7 

Gastric ca. KATO III 

0.7 

Melanoma* LOX1MVI 

0.0 

Colon ca. SW-948 

0.1 

Melanoma* SK-MEL-5 

29.9 

Colon ca. SW480 

45.4 

Squamous cell carcinoma 
SCC-4 

0.1 

Colon ca.* (SW480 met) 
SW620 

17.1 

Testis Pool 

10.7 

Colon ca. HT29 

0.5 

Prostate ca.* (bone met) 
PC-3 

2.9 

Colon ca. HCT-116 

5.3 

Prostate Pool 

18.4 

Colon ca. CaCo-2 

21.8 
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: 

Placenta 

D.4 1 

Colon cancer tissue 

12.7 

i ' - - T 

i 

jUterus Pool 

10.4 !colonca.SWll!6 

2.4 

'ovarian ca. OVCAR-3 

1.2 [Colon ca. Colo-205 

0.4 

. 

jOvarian ca. SK-OV-3 

1.7 jcolon ca. SW-48 

1.5 

i 

(Ovarian ca. OVCAR-4 

0.6 (Colon Pool 

31.4 

r " 

jOvarian ca. OVCAR-5 

2.1 jsmall Intestine Pool 

12.1 

JOvarian ca. IGROV-1 

87.7 (stomach Poo! 

13.6 

Ovarian ca. OVCAR-S 

10.6 

Bone Marrow Pool 

13.2 

Ovary 

4.7 

1 

Fetal Heart |24.1 

Breast ca. MCF-7 

0.4 

Heart Pool ! 

34.9 

Breast ca. MDA-MB-2j I 

0.4 

Lymph Node Pool 

26.4 

Breast ca. BT 549 

0.6 

Fetal Skeletal Muscle 

55.1 

Breast ca. T47D 

5.1 

Skeletal Muscle Pool 

82.4 

Breast ca. MDA-N 

1.0 

Spleen Pool 

3.3 

Breast Pool 

18.2 

Thymus Pool 

10.2 

[Trachea 

i , . 

8.9 

CNS cancer (glio/astro) 

UO f-MKj 

14.9 

i 

Lung 

3.7 

CNS cancer (glio/astro) 
U-II8-MG 

5.1 

Fetal Lung 

7.2 

CNS cancer (neuro;met) 
SK-N-AS 

2.6 ; 

Lungca. NCI-N417 

2.3 

CNS cancer (astro) SF- 
539 

0.2 

Lung ca. LX-1 

9.7 

CNS cancer (astro) SNB- 
75 

11.9 

Lungca. NCI-H146 

0.3 

CNS cancer (glio) SNB- 
19 

100.0 

Luneca SHP-77 

8.1 

CNS cancer (glio) SF-295 

14.6 

Lung ca. A549 

0.7 

Brain (Amygdala) Pool 

8.0 

Lung ca. NCI-H526 

0.4 

Brain (cerebellum) 

11.5 

Lungca. NCI-H23 

6.4 

Brain (fetal) 

10.8 

Lung ca. NCI-H460 

0.2 

Brain (Hippocampus) 
Pool 

11.6 

Lung ca. HOP-62 

0.9 

Cerebral Cortex Pool 

12.9 
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f - ■ " ~~ 

.Lungca. NCI-H522 

i 

' "1 

2.2 

Brain (Substantia nigra) 
Pool 

15.9 

'Liver 

0.2 

Brain (Thalamus) Pool 

13.7 

i 

Fetal Liver 

0.6 

Brain (whole) 

7.7 

iLiver ca. HepG2 

0.3 

Spinal Cord Pool 

14.9 

Kidney Pool 
tatal Kidney 

41.8 

Adrenal Gland 

7.9 

4.9 

Pituitary gland Pool 

1.3 

i 

jRenal ca. 786-0 

0.3 

Salivary Gland 

1.6 

r~ • • ....... 

;Renal ca. A498 

0.4 

Thyroid (female) 

3.0 

jRenal ca. ACHN 

2.1 jpancreatic ca. CAPAN2 

1.5 

jRenal ca. UO-31 

0.6 Wncreas Pool 

16.0 


Table AYM . General_screeningj>anel_vl.5 


Tissue Name 

Rel. Exp.(%) 
Ag6442, Run 
264979530 

Tissue Name 

Rel. Exp.(%) 

AgO'l'IZ) KUn 

264979530 

Adipose 

3.2 

Renal ca. TK- 10 

0.8 

Melanoma* Hs688(A).T 

0.5 

Bladder 

2.1 

Melanoma* Hs688(B).T 

0.5 

Gastric ca. (liver met.) 
NCI-N87 

0.7 

Melanoma* M14 

0.7 jGastric ca. KATO III 

0.2 

Melanoma* LOXIMVI 

0.0 

Colon ca, SW-948 

0.1 

Melanoma* SK-MEL-5 

8.9 

Colon ca. SW480 

17.7 

Squamous cell carcinoma 
SCC-4 

0.0 

Colon ca.* (SW480 met) 
SW620 

7.9 

Testis Pool 

3.5 

Colon ca. HT29 

0.5 

Prostate ca.* (bone met) 
PC-3 

0.1 

Colon ca. HCT-116 

2.4 

Prostate Pool 

3.1 

Colon ca. CaCo-2 

10.2 

Placenta 

0.4 

Colon cancer tissue 

10.7 

Uterus Pool 

5.4 

Colon ca. SW1116 

1.3 

Ovarian ca. OVCAR-3 

0.4 

Colon ca. Colo-205 

0.0 

Ovarian ca. SK-OV-3 

0.1 

Colon ca. SW-48 

0.7 

Ovarian ca. OVCAR-4 

0.3 

Colon Pool 

6.3 
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Ovarian ca.OVCAR-5 io.S j 

Small Intestine Pool 

5.2 

Ovarian ca. IGROV-I 

56.0 

Stomach Pool 

4.3 

Ovarian ca. OVCAR-8 

1 1 .2 jBone Marrow Pool 


Ovary 

2.0 

Fetal Heart 

7.6 

Breast ca. MCF-7 

0.1 

Heart Pool 

13.3 

Breast ca. MDA-MB-23 1 jo.2 

Lymph Node Pool |7.1 

Breast ca. BT 549 |0.4 , 

Fetal Skeletal Muscle 

16.5 
100.0 

Breast ca. T47D 

0.0 

Skeletal Muscle Pool 

Breast ca. MDA-N 

0.5 {Spleen Pool 

1.9 

Breast Pool 

7.4 

Thymus Pool 

5.5 

Trachea 

2.4 

CNS cancer (glio/astro) ; 
US7-MG 

7.4 

Lung 

3.5 

CNS cancer (glio/astro) ' 
U-118-MG 

2.6 

Fetal Lung 

jcNS cancer (neuro;met) 
3,8 jSK-N-AS 


Lung ca. NCI-N417 

1.6 

CNS cancer (astro) SF- 
539 

0.2 

Lung ca. LX-1 

1.4 

CNS cancer (astro) SNB- 
75 

6.7 

Lungca. NCI-HI 46 

0.4 ; 

CNS cancer (glio) SNB- 
19 


Lung ca. SHP-77 

2.0 

CNS cancer (glio)SF-295 

4.0 

Lung ca. A549 

0.2 

Brain (Amygdala) Pool^ 

5.0 

Lungca. NCI-H526 

0.6 

Brain (cerebellum) 

3.3 

Lungca. NCI-H23 

2.0 

Brain (fetal) 

1.9 

Lungca. NCI-H460 

0.1 

Brain (Hippocampus) 
Pool 

5.7 

Lung ca. HOP-62 

0.6 

Cerebral Cortex Pool 

4.6 

Lungca. NCI-H522 

1.1 

Brain (Substantia nigra) 
Pool 

5.1 

Liver 

0.2 

Brain (Thalamus) Pool_ 

3.7 

Fetal Liver 

0.2 

Brain (whole) 

3.2 

Liver ca. HepG2 

0.0 

Spinal Cord Pool 

9.0 
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jKidney Pool 

15.6 

Adrenal Gland 

3.1 

iFetal Kidney 

1.0 

Pituitary gland Pool 

0.7 

jRenal ca. 786-0 

0.2 

Salivary Gland 

0.7 

[Renal ca. A498 

0.2 

Thyroid (female) 

1.0 

jRenal ca. ACHN 

0.2 

Pancreatic ca. CAPAN2 

0.5 

r~ 

jRenal ca. UO-3 1 

0.4 

Pancreas Pool 

8.8 


Table AYN . General_screening_panel_vl .6 


j] 

; 

Tissue Name j 

j 

Rel. ' 

ex P .(%) ; 

Ag6413, 
Run 

27724937 
1 

Rel. ! 
Exp.(%) j 
Ag6425, j 
Run 

27722172 
1 

Rel. 

Exp.(%) 
Ag6428, 
Run 

27722243 
9 

Rel. 

Exp.(%) 
Ag6431, 
Run 

27763356 
8 

Rel. 

Exp.(%) 
Ag6431, 
Run 

27838939 
0 

1 

Rel. jRel. 
Exp.(%) jExp.(%) 
Ag6435, :Ag6439, 
Run jRun 
27722316127722317 
7 |S 

Rel. 

Exp.(%) 
Ag6964, 
Run 

27838894 
6 

Adipose j 

i 

Melanoma* , 
Hs688(A).T j 

25.9 : 

2.6 

20.0 

17.4 

13.8 
u.y 

' 1 "" 
13.2 117.3 

18.8 

0 7 

2.4 

0.5 ;0.0 

2.0 

0.8 

1 

0.9 

0.4 
2.9 

Melanoma* L - ; A 9 
Hs688(B).T ¥ r 

4.1 

2.5 

2.2 

i 

I 

Melanoma* L . j 00 
M14 ! 

0.7 

0.4 

0.4 

0.0 

0.4 

0.7 

Melanoma* ! 
LOXIMVI 

o.o jo.o 

0.1 

0.0 

0.0 

0.0 

0.0 

0.1 

Melanoma* 
SK-MEL-5 

15.2 |2.2 ! 

\ ... 

30.4 

18.2 

14.6 

4.4 1 

18.3 

15.9 

Squamous cell 

carcinoma 

SCC-4 

0.0 

0.0 

0.1 

0.1 

0.2 

0.0 

0.0 

0.1 

Testis Pool 

5.2 

3.5 

8.8 

10.4 

9.0 

10.0 

9.1 

9.9 

Prostate ca.* 
(bone met) 
PC-3 

1.9 

0.5 

2.5 

1.9 

1.8 

1.8 

1.3 

4.3 

Prostate Pool 

8.1 

1.0 

11.5 

11.3 

12.1 

10.0 

28.5 

10.0 

Placenta 

0.5 

0.0 

0.7 

0.1 

0.1 

0.3 

0.5 

0.4 

Uterus Pool 

2.2 

1.5 

4.5 

4.6 

4.5 

16.2 

5.3 

4.1 

Ovarian ca. 
OVCAR-3 

0.9 

0.3 

1.1 

0.7 

1.1 

0.4 

1.6 

4.0 
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Ovarian ca. 
SK-OV-3 

0.8 

0.2 

1.7 j0.3 

0.9 

0.9 

1.3 

1.7 

Ovarian ca. 
OVCAR-4 

0.2 

0.0 

0.9 10.4 

0.8 

0.0 

0.9 

0.5 

Ovarian ca. 
OVCAR-5 

1.6 

1.3 

i 

2.9 h.3 

1.7 

0.3 

1.4 

7.9 

Ovarian ca. 
IGROV-1 

100.0 

100.0 

i 

77.9 |84.7 

97.9 

27.0 

69.3 

75.S 1 

Ovarian ca. 
OVCAR-8 

13.6 ; 

21.9 

14.0 -15.6 

14.6 

7.6 

17.3 

16.7 

Ovary 

2.7 

0.3 

5.2 |3.1 

2.3 

4.5 

2.8 

2.4 

Breast ca. 
MCF-7 

0.3 

0.0 

0.3 

0.1 


U.U 



Breast ca. 

MDA-MB- 

231 

j 

o.i io.o 

i 

0.4 

0.2 

0.2 

0.0 

0.2 

0.3 

Breast ca. BT 
549 

0.5 

0.0 

0.5 

0.1 ' 

0.5 

0.0 

0.6 

0.4 

Breast ca. 
T47D 

0.0 

... 

0.0 

0.5 

0.2 

0.3 

0.0 

0.4 

0.5 

Breast ca. 
MDA-N 

0.6 

. 

0.0 

0.7 



0.6 

0.6 

0.7 

0.6 

O.S 

Breast Pool 

15.0 

4.1 

21.8 

14.6 

in T 
IV. 1 


1 z.z 

10. / 

Trachea 

4.5 

0.7 

8.4 

4.8 

4.2 

8.3 

4.7 

5.6 

Lung 

2.8 

0.7 

2.3 

4.2 

3.2 

3.9 

3.9 

5.1 

Fetal Lung 

3.9 

0.3 

9.1 

5.0 

4.8 

8.0 

5.3 

6.1 

Lung ca. NCI- 
N417 

2.0 

0.9 

3.5 

3.3 

2.6 

0.2 

4.0 

2.3 

Lungca. LX-1 

3.5 

2.7 

6.5 

5.0 

3.5 

0.9 ; 

4.9 : 

44.1 

Lung ca. NCI- 
H146 

0.1 

0.0 

0.3 

0.1 

0.2 

0.0 

0.1 

0.1 

Lung ca. SHP- 
77 

4.0 

0.4 

6.8 

5.3 

4.5 

0.2 

4.5 j 

3.8 

Lung ca. 
A549 

0.3 

2.6 

0.9 

0.0 

0.4 

0.0 

0.6 

4.7 

Lung ca. NCI- 
H526 

0.2 

0.0 

0.9 

0.6 

0.3 

0.0 

0.4 ; 

0.5 
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[ — 1 

Lungca. NCI- 
H23 

\ 

2.9 

1.0 

4.6 

4.8 

j 

3.2 j0.6 

2.9 

10.3 

Lung ca. NCI- 

IH460 

1 

0.0 

« 

0.0 

0.2 

0.1 

i 

0.3 ;0.0 

0.0 

0.3 

! 

Lung ca. 
HOP-62 

0.5 

0.0 

0.5 

1.0 

i 

0.6 jO.O 
i 

0.5 

0.7 

i 

iLungca. NCN 
|H522 

1.7 

- 

0.6 

2.3 

1.7 

j 

1.3 jo.O 

1 

3.3 

8.9 

|Liver 

0.1 

0.0 

0.0 

0.0 

... r , 

o.o !o.o 

0.1 

2.0 

iFetal Liver 

0.3 

0.3 

1.1 

0.6 

0.5 0.3 

0.8 

8.2 

i 

[Liver ca. 
|HepG2 

0.1 

0.3 

0.2 

0.0 

j 

0.2 jO.O 

0.1 

2.4 

'Kidnev Pool 

27.9 

0.0 

47.0 

33.9 

28.1 jlOO.O 

43.2 

32.8 

jpetal Kidney 

1.4 

[ 

0.0 ]4.9 

4.1 

4.0 !I2.1 

5.8 

11.5 

i 

;Renal ca. 786- 

jo 

0.2 

0.0 

0.2 

0.3 

0.1 jO.O 

0.3 

0.9 

f — *■ — 
j Renal ca. 
|A498 

0.0 

1.8 

0.2 

0.0 

j 

0.3 lO.O 

0.5 
1.2 

8.5 
2.5 

i 

IRenal ca. 
jACHN 

1.5 

0.5 

2.5 

1.7 

1.5 0.0 

;Renal ca. UO- 
31 

Renal ca. TK- 
10 

0.3 

0.0 

0.5 

0.2 

0.2 

0.0 

0.6 

0.3 

1.9 

0.4 

3.1 

2.0 

1.9 

0.7 

2.1 

4.6 

Bladder 

4.2 

0.0 

5.9 

5.5 

5.1 

6.6 

8.3 

6.7 

Gastric ca. 
(liver met.) 
NCI-N87 

0.9 

0.0 i 

1.7 

0.9 

1.2 

0.0 

1.1 

6.7 

Gastric ca. 
KATO III 


0.5 

0.8 

O 7 

0.3 

0.3 

0.4 i 

0.9 

Colon ca. SW- 
948 

0.0 

1.5 

0.2 

0.2 

0.2 

0.0 

0.3 

1.2 

Colon ca. 
SW480 

20.9 

5.2 

41.8 

27.0 j 

23.3 

4.4 

23.0 

33.7 

Colon ca.* 
(SW480 met) 
SW620 

13.3 

4.8 

16.4 

12.8 

10.3 

1.7 

6.1 

25.0 

Colon ca. 
HT29 

0.2 

0.0 

0.0 

0.2 

0.2 

0.0 

0.0 

0.3 
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] 

Colon ca. 
HCT-116 1 

2.1 jo.2 |3.2 

2.5 

2.0 

i 

0.5 

2.1 

4.3 

- . 

Colon ca. 
CaCo-2 

i 

15.0 

— , 

3.6 |27.0 

. i 

19.1 

16.7 

7.6 

18.3 

38.2 

Colon cancer 
tissue 

9.0 

3.3 jll.O jll.9 

! \ 

7.6 

5.6 

7.7 

20.4 

Colon ca. 
SW1116 

J ! 

1.3 ]3.0 |2.5 

2.0 

1.5 

1.1 

1.8 

6.0 

Colon ca. 
Colo-205 

1 

0.1 

0.4 |0.3 

0.2 

0.0 

0.0 

0.2 

0.8 

Colon ca. SW- 
48 

0.8 

3.6 

1.4 

1.5 

1.5 

0.0 

1.4 

2.0 

Colon Pool 

20.3 

5.0 -28.1 

23.2 

18.7 

44.8 

25.5 

20.6 

Small 

Intestine Pool 

14.0 

1.7 |17.l 

11.2 

13.0 

26.8 

12.8 

10.4 
10.7 
12.5 

Stomach Pool 

8.1 

2.3 jl4.3 

9.5 

9.3 

24.0 

8.5 

Bone Marrow 
jPool 

6.8 

( i " " • 

1.6 114.3 

10.2 

8.7 

25.9 

18.7 

fetal Heart 

10.1 |2.3 |25.5 

24.5 

21.8 

31.6 

33. / 

20.7 

Heart Pool 

28.7 

7.0 

29.7 

25.9 

17.2 

23.5 

33.7 

26.1 

Lymph Node 
Pool 

17.6 

6.1 

33.7 

22.1 

23.7 

64.6 

19.9 

"> /I "7 

24.7 

Fetal Skeletal 
Muscle 

31.9 

5.2 

54.3 

4o.o 

46.3 

46.7 

19.1 

50.7 

Skeletal 
Muscle Pool 

17.4 

9.2 

29.3 

29 S 

25.9 

24.7 

22.1 

32.3 

Spleen Pool 

0.9 

0.0 

1.9 

2.0 

1.7 

2.4 

2.7 

3.1 

Thymus Pool 

4.4 

2.0 

10.4 

8.1 

9.4 

18.4 

7.7 

7.0 

CNS cancer 

(glio/astro) 

U87-MG 

9.8 

1.5 

14.9 

10.7 

10.0 

5.8 

10.9 

14.1 

CNS cancer 
(glio/astro) U- 
118-MG 

3.5 

0.3 

4.7 

3.8 

3.1 

1.5 

3.8 

5.8 

CNS cancer 
(neuro;met) 
SK-N-AS 

1.9 

0.0 

1 

2.6 

2.1 

1.0 

0.7 

1.4 

2.6 

CNS cancer 
(astro) SF-539 

0.1 

0.0 

0.0 

0.1 

0.2 

0.2 

0.1 

0.1 
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CNS cancer 
(astro) SNB- 1 
75 

i 

5.1 )\.\ 

i 

14.9 < 

— — i 

1 

5.5 lio.o : 

i 

5.1 

11.7 

9.7 

CNS cancer 
(glio) SNB-19 

79.6 

79.0 

too.o 

100.0 

> 

100.0 1 1 2.8 

100.0 

100.0 

CNS cancer 1 
(glio) SF-295 

8.2 < 

3.0 

11.3 

8.0 

7.8 .jO.O 

8.2 

14.8 

Brain 

(Amygdala) 
Pool 

3.7 < 

3.8 

7.7 

6.2 

4.8 

7.9 



Q A 

j. 5 

Brain 

(cerebellum) 

12.0 

0.4 

19.8 

10.7 

9.7 

1.8 

8.8 

9.7 

Brain (fetal) 

4.2 0.7 

12.7 

6.6 

5.6 

8.4 

6.8 

6.4 

Brain 

j(Hippocampus 
!) Pool 

7.5 

3.2 

11.7 

i 

8.6 

6.9 

9.9 

11.0 

10.2 

ICerebral 
'Cortex Pool 


u.o 

11.0 

7.5 

0.7 

1.8 

11.6 

8.7 

jBrain 
j(Substantia 
;nigra) Pool 

7.4 

2.2 

11.7 

10.4 

4.7 

. — 

4.2 

inn 


Brain 

(Thalamus) 
Pool 

7.6 

2.7 

13.2 

9.3 

0.2 

9.1 

9.7 

8.7 

jBrain (whole) 

6.1 

0.4 

. - 
10.6 

5.8 

0.3 

3.3 

5.6 

8.7 

Spinal Cord 
Pool 

10.1 

2.3 

14.7 

1 » A 

1 1.0 

7.6 

13.1 

12.2 

9.0 

Adrenal Gland 

3.5 

0.3 

9.9 

3.9 

3.7 

7.4 

4.8 

4.1 

Pituitary gland 
Pool 

0.9 

0.0 

1.1 

1.2 

1.1 

1.8 

1.4 

0.5 

Salivary 
Gland 

0.9 

0.0 

1.8 

1.3 

0.9 

2.3 

1.1 

1.0 

Thyroid 
(female) 

2.0 

0.3 

3.1 

2.5 

2.5 

3.3 

1.9 

2.3 

Pancreatic ca. 
CAPAN2 

0.5 

0.0 

0.8 

0.7 

;0.6 

0.5 

0.7 

;2.2 

Pancreas Pool 

1.2 

0.0 

2.0 

1.1 

1.6 |3.5 

3.2 

2.3 


Table AYO . Panel 4. ID 
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sRel. ;Rel. 

Rel. iRel. 

Rel. iRel. 

Rel. j] 

Rel. 

•Exp.(%) SExp.(%) 

!Ag49S3, ^Ag6413, 
Tissue Name > * | R J n 

Exp.(%) |Exp.(%) 
Ag6425, jAg6428, ; 
Run Run 

Exp.(%) |Exp.(%) 
Ag6431, ;Ag6435, 
Run |Run 

Exp.(%) \ 
Ag6439, L 
Run i 

Exp.(%) 
Ag6447, 
Run 

£186235 j2692399 

2687139 ;2687675 

2687675 

26S7134 

2687608 

2687618 

70 ;47 

99 

35 

77 


23 

06 

| 

Secondary Thl j 

act [ 

U. I 

ft 1 

l 

1 

0.0 

1.3 

0.7 

0.0 

o.o io.o 

Secondary Th2 

art 

Owl 

j 

0.5 

0.3 

i 

0.0 1 

1.2 

0.8 

0.0 

o.o jo.o 

Secondary Trl 
act 

0.0 

0.0 

0.0 

1 

0.0 

0.7 

0.0 

o.o jo.o 

Secondary Thl 
rest 

i 

0.1 

0.0 

0.0 

0.0 

0.0 

0.0 

! 

0.0 |0.0 

i 

Secondary Th2 
rest 

0.3 

0.0 

0.0 

0.0 

0.0 

0.7 

0.0 :0.0 

i 

o.o lo.o 

i 

Secondary Trl 
rest 

0.1 

0.3 

. — ] 

0.0 

— __. - 

0.4 

0.0 

0.0 

Primary Thl act 

0.0 

0.0 

0.0 

0.0 

0.0 

0.0 

<y> jq.o_ 

Primary Th2 act 

0.2 

0.4 

0.0 

0.3 

0.4 

0.7 

« 

o.o jo.o 

Primary Trl act 

0.1 

0.0 

0.0 

0.7 

0 7 

0.0 

0.0 

0.0 

Primary Thl 
rest 

0.0 

0.0 

0.0 

0.1 

0.3 

0.0 


0.0 

Primary Th2 
rest 

0.0 

0.0 

0.0 

0.4 

0.2 

0.0 

0.0 

0.0 

Primary Trl 
rest 

0.3 

0.0 

0.0 

0.0 

0.0 

0.0 

0.0 

0.0 

CD45RA CD4 
lymphocyte act 

0.4 

2.8 

0.0 

5.4 

2.4 

0.8 

2.6 

0.0 

CD45ROCD4 
lymphocyte act 

0.1 

2.2 

0.0 

1.5 

0.7 

1.6 

2.3 

0.0 

CD8 

lymphocyte act 

0.4 

0.9 

0.0 

0.7 

0.0 

0.0 

0.0 

0.0 

Secondary CD8 
lymphocyte rest 

0.1 

0.0 

0.0 

8.S 

0.0 

0.0 

0.0 

0.0 

Secondary CD8 
lymphocyte act 

0.0 

0.1 

0.0 

0.4 

0.3 

0.0 . 

0.0 

0.0 

CD4 

lymphocyte 

0.1 

0.0 

0.0 

0.5 

0.4 

0.0 

0.0 

0.0 

none 
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;2ry 

!Th1/Th2/Trl a 
nti-CD95CH11 

0.3 

! ; 
1 i 

0.2 jO.O 10.0 

i i 

0.0 

t 

"1 

i 

0.0 

J 

i 

1.2 1 

i 

0.0 

LAK cells rest 

5.6 

5.0 

j 

2.7 j||.8 

3.8 | 

6.1 

15.2 

0.0 

LAK cells IL-2 

0.4 

0.3 

r • 

o.o Io.o 1 

0.0 ! 

0.0 

0.0 

0.0 

LAK cells IL- 
2+1L-12 

0.2 

0.0 

0.0 !o.o 

0.0 

0.0 

0.0 

0.0 

LAK cells IL- 
2-HFN gamma 

O 1 

0.3 

j 

0.0 jO.O 

1 

0.0 

0.0 

0.0 

0.0 

LAK cells IL- 
2+IL-18 

n n 

0.0 

o.o Io.o 

1 

o.o io.o 

j 

0.0 

0.0 

LAK cells 

PMA/ionomyci 

n 

4.5 

4.0 

15.7 |15.1 

i 

6.3 ! 

4 

4 

6.1 

9.0 

0.0 

NK Cells IL-2 
rest 

0.9 

0.1 

o.o ; 

3.4 

2.5 

0.0 

1.4 

0.0 

Two Way MLR 
3 day 

1.4 

1.1 

0.0 

2.2 

1.3 

0.9 

1.4 

0.0 

|Two Way MLR 
;5 day 

4.5 

0.9 

0.0 

0.8 

0.9 

0.0 

A ft 

ft ft 

jTvvo Way MLR 
|7 day 

2.3 

0.7 

13.2 

1.1 

2.6 

i 

2.9 

3.7 

0.0 

jpBMC rest 

0.1 

0.0 

0.0 

0.0 

0.0 

0.0 

0.0 

0.0 

PBMC PWM 

0.6 

0.0 

0.0 

1.3 

0.0 

0.0 

0.0 

0.0 

PBMC PHA-L 

0.3 

0.2 

0.0 

0.6 

0.7 

0.0 

0.0 

0.0 

Ramos (B cell) 
none 

0.1 

0.0 

0.0 

0.0 

0.0 

0.0 

0.0 

0.0 

Ramos (B cell) 
ionomycin 

ft ft 

0.0 

0.0 

0.7 

0.2 

0.0 

0.0 

0.0 

B lymphocytes 
PWM 

0.5 

0.0 

0.0 

0.0 

0.0 

0.0 

0.0 

0.0 

B lymphocytes 
CD40L and IL- 
4 

0.2 

0.0 

0.0 

0.9 

0.0 

0.0 

0.0 

0.0 

EOL-1 
dbcAMP 

3.7 

2.6 

9.1 

29.1 

8.1 

0.0 

68.8 

0.0 
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EOL-1 

dbcAMP ! 

PMA/ionomyci 

n 

i 
i 

i 

1.6 

0.7 

0.0 i 

i 

I 

0.0 

! 

i 
] 

2.7 

I 

i 

i 
I 

1.0 ! 

i 

! 

0, | 

i 

1 

1 .8 10.0 

i 

Dendritic cells 
none 

f 

o.o 

1 1 

i 

13.0 ■ 

A 1 

— 11 ■ ■ 'i 

i 

->.J 1 

j 

o.o jo.o 

j 

Dendritic cells 
LPS 

Dendritic cells 
anti-CD40 

1 

1 .0 

A -J 1 
U.J 

no i 

1 fi 

n 7 

! ! 

o.o jo.o j 

0.0 

2.0 

1 .0 

1 




! 

j 

,, 1 

0.0 

0.0 

Monocytes rest 

0.2 

0.0 

0.0 

0.4 

0.0 

0.0 

0.0 

0.0 

Monocytes LPS 

2.2 

3.3 

0.0 

5.7 

1.8 

0.0 

2.6 30.4 

Macrophages 
rest 

0.9 

,.8 

0.0 

0.6 

0.6 

0.0 
0.8 

s 

o.o |o.o 

9.2 !0.0 

i 

Macrophages 
LPS 


4.0 j 

0.0 

5.4 

. 

6.3 

i 

HUVECnone jo.l . lO.O 

J 

0.0 

1 

0.0 

0.0 

0.0 

0.0 J 

0.0_ ^ 

HUVEC 
starved 

0.0 

0.0 

0.0 ;0.0 

0.3 

0.0 

l 

o.o io.o 

— — i- 

HUVEC IL- 
Ibeta 

0.0 

0.0 

0.0 

0.0 

0.5 

0.0 

1 

o.o jo.o 

i 

HUVEC I FN 
gamma 

0.2 

0.0 

0.0 

0.0 

0.0 

0.0 

0.0 

0.0 

HUVEC TNF 
alpha + 1 FN 
gamma 

0.0 

0.0 

0.0 

0.0 

0.0 

0.6 

0.0 

0.0 

HUVEC TNF 
alpha + 1L4 

0.6 

0.0 

0.0 

0.0 

0.4 

0.0 

0.0 

0.0 

HUVEC IL-11 

0.0 

0.0 

0.0 

0.4 

0.3 

0.0 

0.0 

0.0 

Lung 

Microvascular 
EC none 

Lung 

Microvascular 
EC TNFalplia + 
I L- 1 beta 

0.2 

0.3 

0.0 

0.4 

0.0 

0.0 

0.0 

0.0 

0.1 

0.0 

0.0 

0.0 

0.0 

0.0 

0.0 

0.0 

Microvascular 
Dermal EC 
none 

0.1 

0.0 

0.0 

0.0 

0.0 

0.0 

0.0 

0.0 
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" — 1 

Microsvasular 1 
Dermal EC 
TNFalpha + IL- j 
1 beta 

" "1 ' 7 

o.i io.o 

; 

i 

o.o jo.o 

! 

0.0 

• 

0.0 

i 

0.0 ;0.0 

1 

! 

i 
i 

o.o |o.o 
_J 

Bronchial 
epithelium 
TNFalpha + 
ILlbeta 

! 

o.o ;o.o 

1 
I 

o.o jo.o 

! 

i 

0.0 

o.o ' 

... 

Small airway 
epithelium none 

0.0 lo.O 

I 

0.0 

0.0 

! 

0.0 ! 

0.0 

..... 

! " 
o.o io.o 

j ^ 

-j 

Small airway 
epithelium 
TNFalpha + IL- 
Ibeta 

i 

i 

I 

0.3 10.0 

i 

! 

0.0 

0.0 

0.0 

0.0 

o.o jo.o 

1 

i w - - 

Coronery artery 
SMC rest 

0.1 
0.4 

0.6 

0.0 

0.0 

0.0 

0.5 

■■ - r ' 

0.0 ;0.3 

Coronery artery 
SMC TNFalpha 
+ IL-lbeta 


6.2 

0.3 

1.5 

0.0 

0.0 

0.0 
54.3 

Astrocytes rest 

67.8 

97.3 

100.0 

100.0 

100.0 

100.0 

100.0 

Astrocytes 
TNFalpha + IL- 
jlbeta 

i a a a 

100.0 

1 AA A 

100.0 

74.2 

97.3 

74.7 

97.9 

i 

95.9 ;100.0 

KU-812 
(Basophil) rest 

0.1 

0.0 

0.0 

0.0 

0.4 

0.0 

0.0 

0.0 

KU-812 
(Basophil) 
PMA/ionomyci 
n 

0.0 

0.0 

0.0 

0.0 

0.0 

0.0 

0.0 

0.0 

CCD1106 

(Keratinocytes) 

none 

0.2 

0.0 

0.0 

0.0 

0.8 

0.0 

0.0 

0.0 

CCD1 106 
nCeratinocvtes) 
TNFalpha + IL- 

I ucia 

0.3 

0.0 

0.0 

0.0 

0.0 

0.0 

0.0 

0.0 

Liver cirrhosis 

2.3 

7.2 

4.6 

2.6 

6.7 

5.1 

8.5 

0.6 

NC1-H292 none 

0.3 

0.3 

0.0 

1.7 

0.6 

0.0 

0.0 

0.0 

NCI-H292 IL-4 

0.3 

0.0 

0.0 

0.0 

0.5 

0.0 

0.0 

0.0 

NCI-H292 IL-9 

0.3 

0.0 

0.0 

0.7 

0.5 

0.0 

0.0 

0.0 
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NC1-H292 IL- 
13 

i 

0.6 |0.6 

- — j T -1 

0.0 !0.9 |0.9 | 

0.0 | 

0.0 

i 

0.0 

r 

NCI-H292 IFN 
gamma 

0.2 

0.0 

i | 

0.0 io.5 j 

i 

0.6 ! 
i 

0.0 

! 

0.0 

i 

0.0 

HPAEC none 

0.0 

0.3 

o.o ;o.o | 

0.0 

0.0 

! 

o.o ! 

0.0 

HPAECTNF 
alpha + IL-1 
beta 

0.0 

0.3 

| j 

0.0 10.0 j 

0.0 

0.0 

0.0 

0.0 

Lung fibroblast 
none 

29.7 

62.9 

i 

31.4 | 

95.9 
48.6 

see 


94 0 

i 

_. 

26.2 

Lung fibroblast 
TNF alpha + 
IL-1 beta 

16.0 

36.9 

i 

22.2 j 

39.8 

1 

25.2 

62.9 

28.3 

Lung fibroblast 
IL-4 

26.1 

28.7 

19.1 ! 27.4 

21.2 

23.3 

34.9 

16.0 

Lung fibroblast 
IL-9 

28.5 

42.0 

23.5 | 

24.0 

26.8 

20.4 

96.6 

9.3 

Lung fibroblast 
IL-13 

31.6 

14.6 

4.5 

11.9 

10.4 

15 0 

I '■ 

13.4 

4.3 

Lung fibroblast 
IFN gamma 

20.4 

...u ' ~ 

32.8 

15.7 

i 

55.9 j46.3 

29.9 

89.5 

25.2 

Dermal 
fibroblast 
CCD1070 rest 

2.5 

2.9 

0.0 

6.0 

6.3 

5.6 

4.1 

0.0 

Dermal 
fibroblast 
CCD1070 TNF 
alpha 

i l 

i . i 

1.3 

0.0 

2.7 

0.8 

0.8 

2.3 

1.1 

Dermal 
fibroblast 
CCD] 070 IL-1 
beta 

1.9 

2.9 

0.0 

5.6 

1.3 

0.7 

0.0 

1.6 

Dermal 
fibroblast IFN 
gamma 

9.3 

20.3 

8.5 

30.6 

20.2 

20.0 

26.6 

4.9 

Dermal 
fibroblast IL-4 

10.7 

14.6 

4.1 

30.8 

19.8 

22.7 

25.5 

13.5 

Dermal 

Fibroblasts rest 

24.8 

42.3 

8.0 

54.3 

46.7 

20.7 

47.3 

15.8 

Neutrophils 
TNFa+LPS 

0.7 

0.0 

0.0 

0.9 

0.4 

1.2 

0.0 

0.0 
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iNeutiopniis rcbi 

0 1 

V/. 1 

! 

0 0 

j_Y.; u . 

0.0 

0.0 

0.3 

... . 

0.0 



0.0 



|0.0 

Colon 

7.9 

4.7 

4.0 |4.6 

9.5 

7.9 

8.4 

la 

Lung 

2.2 


0.0 

2.8 

4.6 

1.6 

2.1 

!oo 

Thymus 

31 . 

!o.s 

0.0 

0.0 

0.4 

2.0 

2.4 iO.O 

Kidney 

4.2 

;4.4 

4.9 

7.8 

9.7 

10.2 

5.2 

jo.6 


Table AYP . general oncology screening panel_v_2.4 


Tissue Name 

! 1 

Rel. Exp.(%) | 
Ag4983, Run 
260281959 

Rel.Exp.(%) | 

Ag6442, Run ^Tissue Name 

264979180 1 

Rel. Exp.(%) 
Ag4983, Run 
260281959 

Rel. Exp.(%) 
Ag6442, Run 
264979180 

jcolon cancer 1 

12.1 

22.7 ?BladderNAT2 

1.7 

1.4 

Colon NAT 1 

100.0 

6.5 | 

100.0 gladder NAT 3 1 

0.2 

4.8 

Colon cancer 2 

0.0 (Bladder NAT 4 | 

27.0 

66.0 

Colon NAT 2 

8.0 

j Prostate 

jadenocarcinoma 1 

9.2 

, — - 

7.5 
8.0 

Colon cancer 3 

7,4 

jProstate 

jadenocarcinoma 2 

3.5 

" 

Colon NAT 3 

39.8 

jProstate 

jadenocarcinoma 3 

14.3 

. . . 

9.0 

Colon malignant 
cancer 4 

i s 3 
L ] Prostate 
5,0 j jadenocarcinoma 4 

16.4 

9.1 

Colon NAT 4 

3.5 

0.9 

Prostate NAT 5 

16.8 

o o 

y.y 

Lung cancer 1 

1.4 

6.6 

Prostate 

adenocarcinoma 6 

3.2 

7.7 

Lung NAT 1 

0.6 

0.0 

Prostate 

adenocarcinoma 7 

9.2 

17.3 
0.0 

Lung cancer 2 

26.6 

15.9 

Prostate 

adenocarcinoma S 

3.0 

Lung NAT 2 

2.7 

0.0 

Prostate 

adenocarcinoma 9 

27.0 

33.9 

Squamous cell 
carcinoma 3 

5.6 

8.3 

Prostate NAT 10 

3.8 

4.9 

Lung NAT 3 

0.8 

0.0 

Kidney cancer 1 

24.0 

16.5 

Metastatic 
melanoma 1 

27.2 

49.0 

Kidney NAT 1 

15.6 

7.2 

Melanoma 2 

2.5 

1.1 

Kidney cancer 2 

91.4 

73.7 

Melanoma 3 j2.3 ] 13.8 

Kidney NAT 2 

22.1 

19.2 
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— J 

Metastatic 0 
;melanoma 4 s 

| 

24.0 IKidney cancer 3 

i 

27.0 

21.3 

Metastatic ^ 
melanoma 5 j 

, . . . j. - ... . 

31.4 ;KidneyNAT3 

i 

9.3 

11.4 

Bladder cancer 1 

1.3 

2.1 

Kidney cancer 4 |20.0 

25.7 

Bladder NAT 1 

0.0 

0.0 

Kidney NAT 4 

8.2 

14.9 

Bladder cancer 2 

S.7 

19.3 





CNSjieurodegeneration_vl.O Summary: Ag4983/Ag6413/ 
Ag6425/Ag6428/Ag6431/ Ag6435/Ag6439/Ag6442/ Ag6447 Seven experiments with 
different probe and primer sets are in excellent agreement. This panel confirms the 
expression of this gene at low levels in the brains of an independent group of individuals. 


5 However, no differential expression of this gene was detected between Alzheimer's diseased 
postmortem brains and those of non-demented controls in this experiment. See Panel 1.4 for 
a discussion of this gene in treatment of central nervous system disorders. 

General_screening_panel_vl.4 Summary: Ag4983 Highest expression of this 
gene is detected in a brain cancer SNB-19 cell line (CT=28). Moderate to low levels of 

10 expression of this gene is also seen in a number of cancer cell lines derived from gastric, 
colon, lung, renal, breast, ovarian, prostate, melanoma and brain cancers. Thus, expression 
of this gene could be used as a marker to detect the presence of these cancers. Furthermore, 
therapeutic modulation of the expression or function of this gene may be effective in the 
treatment of pancreatic, gastric, colon, lung, liver, renal, breast, ovarian, prostate, squamous 

15 cell carcinoma, melanoma and brain cancers. 

Among tissues with metabolic or endocrine function, this gene is expressed at 
moderate levels in pancreas, adipose, adrenal gland, thyroid, pituitary gland, skeletal 
muscle, heart and the gastrointestinal tract. Therefore, therapeutic modulation of the activity 
of this gene may prove useful in the treatment of endocrine/metabolically related diseases, 
20 such as obesity and diabetes. 

In addition, this gene is expressed at moderate levels in all regions of the central 
nervous system examined, including amygdala, hippocampus, substantia nigra, thalamus, 
cerebellum, cerebral cortex, and spinal cord. Therefore, therapeutic modulation of this gene 
product may be useful in the treatment of central nervous system disorders such as 


754 


WO 2003/023008 


PCT/US2002/028596 


Alzheimer's disease, Parkinson's disease, epilepsy, multiple sclerosis, schizophrenia and 
depression. 

General jscreening_panel_vL5 Summary: Ag6442 Highest expression of this 
gene is seen in skeletal muscle (CT=28). Expression of this gene is higher in adult (CT=28) 
5 as compared to the fetal skeletal muscle (CT=3 1). Therefore, expression of this gene may be 
used to distinguish fetal from adult skeletal muscle. 

In addition moderate to low levels of expression of this gene is also seen in all the 
regions of central nervous system, in tissues with metabolic/endocrine functions and in a 
number of cancer cell lines derived from melanoma, brain, colon, lung, and ovarian cancers. 
10 This expression pattern is consistent with the expression seen in panel 1 .4. See panel 1 .4 for 
further discussion on the utility of these genes. 

General_screeningjpanel_vl.6 
Summary: Ag6413/Ag6425/Ag6428/Ag6431/Ag6435/Ag6439/Ag6964 Eight experiments 
with seven different probe and primer sets are in very good agreement. Highest expression 

15 of this gene is detected in a ovarian cancer IGROV-1 cell line and brain cancer SNB-19 cell 
lines (CTs=25-33.7). In addition, consistent with expression seen in panel 1.4, moderate to 
low levels of expression of this gene is also seen in all the regions of central nervous 
system, tissues with metabolic/endocrine functions, and number of cancer cell lines. See 
panel 1 A for further discussion of this gene. 

20 Ag6442 Expression of this gene is low/undetectable (CTs > 34.9) across all of the 

samples on this panel (data not shown). 

Panel 4.1D 

Summary: Ag4983/Ag6425/Ag6428/Ag6431/Ag6435/Ag6439/Ag6447 Seven 
experiments with different probe and primer sets are in excellent agreement. Highest 
25 expression of this gene is detected in both resting and cytokine activated astrocytes 

(CTs=22-34.5). Therefore, therapeutic modulation of this gene or the design of therapeutics 
with the encoded protein could be important in the treatment of multiple sclerosis or other 
inflammatory diseases of the CNS. 

In addition, moderate to low levels of expression of this gene is also seen in resting 
30 and cytokine treated lung and dermal fibroblasts, as well as in normal tissues represented by 
colon, lung, thymus and kidney. Therefore, modulation of the gene product with a 
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functional therapeutic may lead to the alteration of functions associated with these cell types 
and lead to improvement of the symptoms of patients suffering from autoimmune and 
inflammatory diseases such as asthma, allergies, inflammatory bowel disease, lupus 
erythematosus, psoriasis, rheumatoid arthritis, and osteoarthritis. 

5 Low levels of expression of this gene is also seen in liver cirrhosis. Therefore, 

antibodies or small molecule therapeutics could reduce or inhibit fibrosis that occurs in liver 
cirrhosis. 

general oncology screening paneljv_2.4 Summary: Ag4983/Ag6442 Two 
experiments with different probe and primer sets are in excellent agreement. Highest 
10 expression of this gene is seen in normal colon (CTs=29-32). Expression of this gene in 
normal colon is higher than in the corresponding cancer samples (CTs=32-34). Therefore, 
expression of this gene may be used to distinguish between these two samples. 

Moderate expression of this gene is seen in both normal and cancer samples derived 
from colon, lung, bladder, prostate and kidney, as well as, in melanomas. Expression of this 
1 5 gene seems to be higher in kidney and lung cancers as compared to the corresponding 
normal adjacent samples. Therefore, expression of this gene may be used as marker to 
detect the presence of lung and kidney cancers. Furthermore, therapeutic modulation of this 
gene may be useful in the treatment of melanoma, colon, lung, bladder, prostate and kidney 
cancers. 

20 AZ> CG56054-19: Integrin alpha 7-like protein. 

Expression of gene CG56054-19 was assessed using the primer-probe sets Ag6442, 
Ag6424, Ag6425, Ag6428, Ag6430, Ag6431, Ag6439, Ag6440, Ag6391 and Ag6964, 
described in Tables AZA, AZB, AZC, AZD, AZE, AZF, AZG, AZH, AZI and AZJ. Results 
of the RTQ-PCR runs are shown in Tables AZK, AZL, AZM, AZN and AZO. 

25 Table AZA . Probe Name Ag6442 


Primers 

Sequences 

Length 

Start Position 

SEQ ID No 

Forward 

5 » - 

gatgtggacagtagggatagga-3 * 

22 

1951 

738 

Probe 

TET-5 ' - 

ccacctgagcagcaggagcct-3 * - 
TAMRA 

21 

1990 

739 

Reverse 

5 ' -gcgcagtccagggtg-3 1 

15 

2076 

740 
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Table AZB . Probe Name Ag6424 


Primers 

^Sequences 

Length 

•Start Position 

SEQ ID No 

Forward 

| 

jS • -ttgggttctgccagca-3 ■ 

16 

S64I 

741 

jProbe 

J 

jTET- 5 1 - 

]cacagctgccgccttctccc-3 ' - 
iTAMRA 

20 

!660 

i 

742 

^Reverse 

]s ' -aaaagcaaccccttccaa-3 ' 

|, 8 

1 

1723 

743 


Table AZC . Probe Name Ag6425 


i 

jPrimers 

\ 

^Sequences 

jLength 

|Start Position 

SEQ ID No 

jForward 


5 ' -cggatgcacaccccat-3 1 


-f ' " 

12573 

744 

■ - — 1 

•Probe 

< 
i 

TET- 5 1 - 

catcccgagctgggcccc-3 ' - 
TAMRA 

ju 

i 

i2605 

i 

! 

745 

•Reverse 

5 ' -gccctggatgcccat-3 ■ 

115 

2624 

746 


Table AZD . Probe Name Ag6428 


jPrimers ^Sequences 

Length jStart Position 

SEQ ID No 

Torvvard 

5 1 -cttcatctaccatgggagca- 
3' 

20 

1293 

747 

s 
i 

: Probe 

i 

TET- 5 ' - 

ccttcacaggtgctggagggc- 
3 ' -TAMRA 

21 

1333 

748 

i 

jReverse 

5 1 -agggagtagccgaagctct- 
3 ' 

19 

1370 

749 


Table AZE . Probe Name Ag6430 


Primers 

Sequences 

Length 

Start 
Position 

SEQ ID No 

Forward 

5 1 -gtgaccaacattgatagctcaga- i 
3 1 

23 

742 

750 

Probe 

TET-5 ' - 

ccccgaccagctggtgtataaaactttg 
-3 ' -TAMRA 

28 

765 

751 

Reverse 

5 ' -gggagccggtcagca-3 1 

15 

798 

752 


Table AZF . Probe Name Ag6431 
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r n 

Primers 

Sequences 

Lenoth ^ Start 
to jPosition 

SEQIDNo 

Forward 

5 ' -aaacatcaccctggactgc-3 1 

19 12070 

753 

Probe 

TET-5 ' - 

tggtgttcagctgcccactctacag 
3 ' -TAMRA 

- 25 |211l 

754 

Reverse 

5 1 -ccgcgcggtcaaa-3 ' 

13 ]2I37 

755 

Table AZG. Probe Name As6439 

i 

jPrimers 'Sequences 

Length 

1 .... 

Start Position !SEQ ID No 

Forward 

5 ' -ctgtggtggcagaaggagt- 
3 • 

19 

2327 

756 

j Probe 

i 

TET- 5 1 - 

ccctggtgggtcatcctcctg- 
3 • -TAMRA 

21 

2347 

757 

i ! 
Reverse I 

jgaagaatcccatcttccacag-3 ' 

21 

2413 

758 

Table AZH. Probe Name Aa6440 

Primers 

Sequences jl 

_,ength 

Start Position 

2530 

SEQIDNo^ 

759 

Forward 

5 ' -accatcctgaggaacaactg- L 
3 ' X 

!0 

Probe 

i 

i . . 

'Reverse 

TET- 5 1 - 

ctgacgggcatcccgagct-3 ' - jl 
TAMRA j 

9 

2597 

760 

5 1 -ccctggatgcccatc-3 • j] 

5 

2623 

761 

Table AZI. Probe Name Ag6391 

Primers 

Sequences 

Length 

Start Position 

SEQIDNo 

Forward 

5 • - tgcctccagggcctg-3 • 


1892 

762 

Probe 

TET- 5 1 - 

ctcccaggcccaacatcctcca- 
3 • -TAMRA 

22 

1925 

763 

Reverse 

5 ■ -cgcctcctatccctactgtc- 
3 ■ 

20 

1957 

764 

Table AZJ. Probe Name Aa6964 

Primers 

Sequences 

Length {start Position 

SEQ ID No 

Forward 

5 ' -ggccccagacatgca-3 • 

15 |2156 

765 
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Probe 

TET-5' - 

ac t eta cage tttgaccgcgcgg - 
3 1 -TAMRA 

23 

i 

2127 {766 

i 

Reverse 

5 1 -gccaactgtgtggtgttca-3 ' 

19 |2101 |767 


Table AZK . CNS_neurodegeneration_vl .0 


Tissue 
name 

Rel. -Rel. 
Exp.(%) |Exp.(%) 
Ag6425, :Ag6428, 
Run Run 
266937076 =266937081 

Rel. 

Exp.(%) 
Ag6430, 
Run 

266937085 

Rel. 

Exp.(%) 
Ag6431, 
Run 

268030722 

J 

:Rel. 
Exp.(%) 
Ag6439, 
Run 

269254002 

Rel. 

:EXP.(%) 

!Ag6440, 
Run 

269254003 

Rel. 

Exp.(%) 
Ag6442, 
Run 

264979298 

AD 1 Hippo 

24.1 jlS.O 

20.0 

18.8 

21.6 

18.9 

19.2 

AD 2 Hippo 

48.0 323 

48.0 

28.7 

28.9 

61.1 

49.7 

AD 3 Hippo 

6.5 j3.7 

11.6 

7.5 

6.1 

9.7 

20.4 

!AD 4 Hippo 

13.8 |10.7 

17.1 jlS.S 

17.6 

23.3 \>.6 

ADS Hinnn 

52.9 \532 

39.2 

38.4 

42 6 

34.6 157.4 

AD 6^Hippo 

100.0 jioo.o 

100.0 

100.0 

100.0 

100.0 

90.1 
28.5 

Control 2 
Hippo 

10.6 jlS.7 

17.9 

29.5 

j2.5 

29.9 

Control 4 
Hippo 

I 

51.8 ;27.0 

i 

38.4 

32.3 

37.9 

54.7 js6.5 

Control 
(Path) 3 
Hippo 

9.8 

4.6 

10.2 

6.0 

6.4 

5.8 

r 

0.0 

AD 1 

Temporal 

Ctx 

10.1 

12.9 

12.1 

17.1 

24.5 

12.6 

16.8 

AD 2 

Temporal 

Ctx 

33.7 

31.0 

36.6 

39.8 

27.5 

59.0 

21.6 

AD 3 

Temporal 

Ctx 

0.0 

6.0 

11.7 

11.3 

9.0 

17.1 

5.7 

AD 4 

Temporal 

Ctx 

12.8 

20.2 

15.6 

25.3 

30.4 

29.9 

8.7 

AD 5 Inf 
Temporal 
Ctx 

59.0 

39.2 

43.8 

36.3 

41.S 

41.8 

73.7 
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[ T 

AD 5 Sup 

Temporal 

Ctx 

I 

21.9 

42.0 

56.6 

32.3 

i 

38.7 139.2 

55.9 

AD 6 Inf 
Temporal 
Ctx 

j 

73.7 

49.3 

40.9 

46.7 

j 

47.6 |48.6 

76.8 

AD 6 Sup 
iTemporal 
jCtx 

50.3 

48.3 

44.1 j 

50.3 

50.3 | 

i 

17.0 

59.9 

Control 1 
Temporal 
Ctx 

i 

11.9 

12.9 

' i 

11.9 

15.6 

24.0 

23.3 

46.7 

Control 2 
Temporal 

jCtx 

13.6 

18.2 

16.7 

17.4 

14.9 j 

43.5 

50.0 

iControI 3 
iTemporal 
Ctx 

6.0 

9.6 

13.0 

14.5 

.. . _ . . 

! 

16.5 |9.2 
i 

9.5 

Control 3 
Temporal 
Ctx 

25.7 

15.2 

18.9 

13.1 

Z.J.O 

JU. 1 

13.6 

Control 
(Path) 1 
Temporal 
Ctx 

18.0 

27.0 

32.5 

30.6 

39.8 

51.1 
7.2 

46.0 
0.0 

Control 
(Path) 2 
Temporal 
Ctx 

18.4 

16.0 

19.5 

20.4 

24.8 

Control 
(Path) 3 
Temporal 
Ctx 

5.6 

7.5 

12.9 

10.9 

11.9 

9.9 

31.0 

Control 
(Path) 4 
Temporal 
Ctx 

16.8 

17.) 

19.8 

18.2 

21.6 

14.9 

39.5 

AD 1 

Occipital Ctx 

11.9 

10.2 

16.2 

11.5 

16.0 

5.8 . 

6.3 

AD 2 

Occipital Ctx 
(Missing) 

0.0 

0.0 

0.0 

0.0 

0.0 

0.0 

0.0 

AD 3 

Occipital Ctx 

8.3 

6.4 

11.7 

8.8 

10.2 

7.8 

4.9 
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1 — 

AD 4 

Occipital Ctx 

5.8 i 1 3.0 

j 

- " ! 1 ^ » 

12.6 17.9 3 1 8-6 

1 1 

j i 
35.4 j 

AD 5 

Occipital Ctx 

25.2 j' 

i 

_ 

25.3 

16.7 |22.5 

22.7 

i 

16.6 : 

42.3 

AD 6 

Occipital Ctx 

19.8 ! 

20.2 

17.8 M7.0 

j 1 

22.1 

23.5 

14.S 

Control 1 
Occipital Ctx 

6.6 j 

6.0 

j ■ — 

11.3 |o.7 

7.2 

15.2 

bWi »«— ■ , 

8.8 

Control 2 
Occipital Ctx 

15.7 j 

26.4 

24.8 | 



1 

JJ.O | 


Control 3 
Occipital Ctx 

5.7 j 

10.7 

16 4 

17.1 

19.2 

4.4 

8.8 

Control 4 
Occipital Ctx 

21.6 Jl2.0 

12 1 ! 

12.6 

i 

13.6 

12.9 

24.0 

» 

jControl 
j(Path) 1 
jOccipital Ctx 

i 

28.3 |35.6 

i 

32.8 

36.1 

39.5 

22.4 

1 

100.0 

Control 
(Path) 2 
Occipital Ctx 

i 

4 

49.7 ]6.7 
i 

9.6 

7.9 

7.0 

5.0 

9.3 
4.1 

Control 
(Path) 3 
Occipital Ctx 

i 

0.0 j5.4 

8.4 : 

6.0 

5.9 

6.7 

Control 
(Path) 4 
Occipital Ctx 

Control 1 
Parietal Ctx 

6.6 
8.8 

13.2 

15.9 

10.2 

11.4 

11.9 

32.8 

8.8 

15.2 

16.3 

1 S 7 
ij.t 


9 2 

Control 2 
Parietal Ctx 

14.5 

34.4 

39.5 

28.3 

37.1 

17.4 

28.1 

Control 3 
Parietal Ctx 

19.9 

11.5 

14.5 

8.7 

10.8 

21.6 

9.1 

Control 
(Path) 1 
Parietal Ctx 

37.6 

34.2 

33.4 

39.2 

37.9 

47.3 

69.3 

Control 
(Path) 2 
Parietal Ctx 

16.6 

19.6 

20.0 

22.5 

18.7 

17.1 

37.6 

Control 
(Path) 3 
Parietal Ctx 

0.0 

3.9 

15.0 

7.1 

12.0 

11.7 

10.4 
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r — — 

Control 
(Path) 4 

18.2 

124.8 

28.3 

! 
i 

8.8 

27.9 

29.3 

i i 

r ! 

Parietal Ctx 




1 





Table AZL . General_screening_panel_vl .5 


Tissue Name 

Rel. Exp.(%) 
Ag6442, Run 

Tissue Name 

Rel. Exp.(%) 
Ag6442,Run 

Adipose 

3.2 

Renal ca. TK-10 

0.8 

Melanoma* Hs688(A).T 

0.5 

Bladder 

2.1 

Melanoma* Hs688(B).T 

0.5 

Gastric ca. (liver met.) 

KIP I "MR 7 

0.7 

Melanoma* M 1 4 

A 7 

0.7 

VJaSiilC Ca. rv/\ \ \J 111 


Melanoma* LUAlMVi 

_ 

\)Aj 


0 1 

Melanoma* bK-MbL-o 

8.9 i 

v^oion Ca. oWtoU 

17 7 
i / . / 

Squamous cell carcinoma 
SCC-4 

i - — 

0.0 

V^OIOn Ca. ^jWHOu ITICI^ 

SW620 

7.9 

Testis Pool 

3.5 

Colon ca. HT29 

0.5 

Prostate ca.* (bone met) 
PC-3 

0.1 

Colon ca. HCT-116 

2.4 

Prostate Pool 

3.1 

Colon ca. CaCo-2 

10.2 

Placenta 

0.4 

Colon cancer tissue 

10.7 

Uterus Pool 

5.4 

Colon ca. SW1116 

1.3 

Ovarian ca. OVCAR-3 

0.4 

Colon ca. Colo-205 

0.0 

Ovarian ca. SK-OV-3 

0.1 

Colon ca. SW-48 

0.7 

Ovarian ca. OVCAR-4 

A 1 

0.3 

co ion rOOl 


Ovarian ca. OVCAR-5 

0.8 

Small Intestine Pool 

5.2 

Ovarian ca. IGROV-1 

66.0 

Stomach Pool 

4.3 

Ovarian ca. OVCAR-8 

11.2 

Bone Marrow Pool 

3.3 

Ovary 

2.0 

Fetal Heart 

7.6 

Breast ca. MCF-7 

0.1 

Heart Pool 

13.3 

Breast ca. MDA-MB-231 

0.2 

Lymph Node Pool 

7.1 

Breast ca. BT 549 

0.4 

Fetal Skeletal Muscle 

16.5 

Breast ca. T47D 

0.0 

Skeletal Muscle Pool 

100.0 

Breast ca. MDA-N 

0.5 

Spleen Pool 

1.9 
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"~ 1 1 

Breast Pool j7.4 .il 1 ^ 1 ^.^! 

5.5 
7.4 

Trachea 

2.4 

CNS cancer (glio/astro) 
U87-MG 

Lung 

3.5 

CNS cancer (glio/astro) 
U-118-MG 

2.6 

Fetal Lung 

3.8 

CNS cancer (neuro;met) 

1.2 

Lung ca. NCI-N417 

1.6 

v^INO Collect ^ajllv^ or 

539 

0.2 

Lungca. LX-1 

1.4 

CNS cancer (astro) SNB- 
75 

6.7 

i . . . 

0.4 

CNS cancer (glio) SNB- 
19 

63.7 

!Lung ca. SHP-77 

2.0 

CNS cancer (glio) SF-295 

4 0 

'Lung ca. A549 

0.2 

Brain (Amygdala) Pool 

5.0 

jLungca. NCI-H526 

0.6 

Brain (cerebellum) 

3.3 

i 

Lung ca. NCI-H23 

2.0 

Brain (fetal) 

1.9 

I tin? ca NCI-H460 

0.1 

Brain (Hippocampus) 
Pool 

5.7 

Lung ca. HOP-62 

0.6 

Cerebral Cortex Pool 

4.6 

Lungca. NCI-H522 

1.1 

Brain (Substantia nigra) 
Pool 

5.1 

Liver 

0.2 

Brain (Thalamus) Pool 

3.7 

Fetal Liver 

0.2 

Brain (whole) 

3.2 

Liver ca. HepG2 

0.0 

Spinal Cord Pool 

9.0 

Kidney Pool 

15.6 

Adrenal Gland 

3.1 

Fetal Kidney 

1.0 

Pituitary gland Pool 

0.7 

Renal ca. 786-0 

0.2 

Salivary Gland 

0.7 

Renal ca. A498 

0.2 

Thyroid (female) 

1.0 

Renal ca. ACHN 

0.2 

Pancreatic ca. CAPAN2 

0.5 

Renal ca. UO-31 

0.4 

Pancreas Pool 

8.8 
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Ret. ; Rel. 
Exp.(% ;Exp.(% i 

> P 
Ag6424, |Ag6425, 

Run iRun 

2772217 '2772217 

19 [21 

i 

Rel. |Rel. 
Exp.(% :Exp.(% 

> P 
Ag6428, |Ag6430, 

Run |Run 

2772224 12772224 

39 |43 

Rel. 

H»xp.^ A> 

) 

A.g6431, 
Run 

2776335 
68 

r 

Rel. 

Fvn (%. 
/o 

) 

Ag6431, 
Run 
2783893 
90 

Rel. 

HiXp.^ /o 

) 

Ag6439, 
Run j 
27722311 
75 j 

Rel. Rel. 

FviW% ;Fvn W» 

) i> 

Ag6440,|Ag6964, 
Run Run 
2772231 127S3889 
77 |46 

Tissue 
Name 

Adipose 

0.0 |2.6 

20.0 |s.2 

17.4 

13.8 

17.3 ] 

3.7 jlS.S 

I 

Melanoma* 
Ihs68S(A).T 

i 

0.0 jO.O 

I 

2.0 | 

0.5 

0.8 

0.9 

t 

j 

0.4 

0.0 -0.7 

Melanoma* 
Hs688(B).T 

j 

0.0 j 

3.2 

i 

4.1 jo.6 

2.5 

2.2 

2.9 

j 

0.8 

2,4 

— — 

Melanoma* 
M14 

o.o jo.o 

I 

0.7 1.7 

0.4 

0.4 

0.4 

0.0 

0.7 

Melanoma* 
LOXIMVI 

, 1 

0.0 jo.o 

o.i jo.o 

0 0 

0.0 

0.0 

0.0 

0.1 

Melanoma* 
SK-MEL-5 

0.0 ! 

2.2 

I 

30.4 

i 

22.5 

18.2 

14.6 

18.3 

3.0 

15.9 

Squamous 
cell 

carcinoma 
SCC-4 

i 

o.o jo.o 

! 

0.1 

• 

0.3 

0.1 

0.2 

0.0 

0.0 

0, 

Testis Pool 

o.o ! 

3/5 

8.8 

4.2 

10.4 

9.0 

9.1 

3.0 

9.9 _ 

Prostate ca.* 
(bone met) 
PC-3 

0.0 

0.5 

2.5 

1.0 

1.9 

1.8 

1.3 

1.2 

4.3 

Prostate Pool 

0.0 

1.0 

11.5 

8.5 

11.3 

12.1 

28.5 

2.1 

10.0 

Placenta 

0.0 

0.0 

0.7 

0.1 

0.1 

0.1 

0.5 

0.0 

0.4 

Uterus Pool 

0.0 

1.5 

4.5 

2.6 

4.6 

4.5 

5.3 

2.3 

4.1 

Ovarian ca. 
OVCAR-3 

0.0 

0.3 

1.1 

0.8 

0.7 

1.1 

1.6 

0.4 

4.0 

Ovarian ca. 
SK-OV-3 

0.0 

0.2 

1.7 

1.5 

0.8 

0.9 

1.3 

0.5 

1.7 

Ovarian ca. 
OVCAR-4 

0.0 

0.0 

0.9 

0.5 

0.4 

0.8 

0.9 

0.0 

0.5 

Ovarian ca. 
OVCAR-5 

0.0 

1.3 

2.9 

1.5 

1.3 

1.7 

1.4 

4.2 

7.9 

Ovarian ca. 
IGROV-l 

100.0 

100.0 

77.9 

1 

|90.8 

84.7 

97.9 

69.3 

100.0 

75.8 

i 
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~~ ™ "i r ! 

Ovarian ca. - L. g 
,OVCAR-8 P'° r y 

14.0 jll.9 

15.6 

1 

14.6 j 

f 

.7.3 

t 

18.2 j 

i 

16.7 

r~ ]■ i 

[Ovary 0.0 j0.3 

5.2 

2.1 

3.1 

i 

2.3 | 

2.8 

0.8 

2.4 

i i 

Breast ca. L 
i r 
;MCF-7 

3.0 

J.0 

0.3 

0.4 

0.1 

0.2 

0.5 

0.3 jo.5 

Breast ca. 

N A V\ A. K/1D 

231 

U.U 

n n 
u.u 

n 4 1 

! 

0.4 

0.2 

0.2 

0.2 

i 

i 

0.0 

. — , « 

0.3 

f 

Breast ca. J 
|BT 549 | 

0.0 

0.0 

0.5 

0.3 

0.1 

0.5 


0.0 

0.4 

IBreast ca. 
|T47D 

o.o 

0.0 

0.5 

0.3 

0.2 

0.3 

0.4 

0.3 

0.5 

£ 

jBreast ca. 

:mda-n 

0.0 

0.0 

0.7 

i 

0.7 |o.6 

0.6 

°_ 6 J 

0.3 

0.8 

IBreast Pool 

0.0 

4.1 

21.8 

19.5 

14.6 

10.7 

12.2 

3.5 

,7 1 

16.7 

{Trachea 

A a 

n 7 

8.4 

2.9 

4.8 

4.2 

4.7 

5.6 

1 

|Lung 

0.0 

0.7 

Z.J 

1.3 

4.2 

3.2 

3.9 

5.3 

5.1 

Fetal Lung 

0.0 

0.3 

9.1 

4.0 

5.0 

4.8 

5.3 |2.9 

6.1 

Lung ca. 
NCI-N417 

2.0 

0.9 

3.5 

2.7 

3.3 

2.6 

4.0 

2.0 

Z.J 

Lung ca. ' 
LX-1 

3.1 

2.7 

6.5 

7.0 

5.0 

3.5 

4.9 

6.3 

l r c r. 1 

Lung ca. 
NCI-H146 

0.0 

0.0 

0.3 

0.5 

0.1 

0.2 

0.1 

0.0 

0 t 

Lung ca. 
SHP-77 

2.3 

0.4 

6.8 

6.3 

5.3 

4.5 

4.5 

0.8 

3.8 

Lung ca. 
A549 

0 0 

2.6 

0.9 

0.3 

0.0 

0.4 

0.6 

2.2 

4.7 

Lung ca. 
NCI-H526 

0.0 

0.0 

0.9 

0.7 

0.6 

0.3 

0.4 

0.3 

0.5 

Lung ca. 
NCI-H23 

0.0 

1.0 

4.6 

4.5 

4.8 

3.2 

2.9 

2.3 

10.3 

Lung ca. 
NCI-H460 

0.0 

0.0 

0.2 

0.2 

0.1 

0.3 

0.0 

0.0 

0.3 

Lung ca. 
HOP-62 

0.0 

0.0 

0.5 

0.6 

1.0 

0.6 

0.5 

0.0 

i 

JO.7 

Lung ca. 
NCI-H522 

0.0 

0.6 

2.3 

2.4 

1.7 

1.3 

3.3 

2.5 

r— 

18.9 
i 
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Liver 

o.o |o.o 0.0 \ 

o.i jo.o [o.o 

0.1 |0.4 i2.0 

Fetal Liver 

0.0 

0.3 i0.6 i0.6 

0.5 

0.8 

O.S js.2 

Liver ca. 
HepG2 

0.0 

I 

0.3 

i ! 

0.2 10.1 jO.O 

! i 

0.2 

0.1 

0.9 

2.4 

Kidney Pool 

6.5 

0.0 

-~ "T ~ I " " 
47.0 |34.9 |33.9 

28.1 

43.2 

14.6 

32.8 

Fetal Kidney 

0.0 

0.0 

i ; 
4.9 ;5.1 ]4.1 

4.0 

5.8 
ft i 

3.4 

11.5 
\j.y 

Renal ca. 
786-0 

U.U 

0.0 

0.2 j0.2 

0.3 

V. 1 

Renal ca. 
A498 

0.0 

1.8 

0.2 jo.l 

0.0 

0.3 

0.5 

3.8 \ 

8.5 

Renal ca. 
ACHN 

0.0 

0.5 

2.5 
0.5 

0.7 

1.7 

1 .J 

1 0 

0.5 

2.5 

Renal ca. 
UO-31 

0.0 

0.0 

0.3 

0.2 


v.O 

0.0 1 

0.3 

Renal ca. 
TK-10 

0.0 

0.4 

3.1 

2.5 

2.0 

1 0 


0.5 

4.6 

Bladder 

0.0 jO.O 

« 

1.7 

3.0 

5.5 

5.1 

8.3 

0.9 

6, 

Gastric ca. 
(liver met) 
NCI-N87 

0.0 

..... 

0.0 

1.7 

0.9 

1.2 

1.1 

0.8 

6.7 



Gastric ca. 
KATO III 

0.0 

0.5 

0.8 

0.4 

0.2 

0.3 

0.4 

0.4 

0.9 

Colon ca. 
SW-948 

0.0 

1.5 

0.2 

0.0 

0.2 

0.2 

0.3 

2.2 

1.2 

Colon ca. 
SW480 

9.5 

5.2 

41.8 

39.0 

27.0 

23.3 

23.0 

6.3 

33.7 

Colon ca.* 
(SW480 
met) SW620 

7.7 

4.8 

16.4 

15.5 

12.8 

10.3 

6.1 

7.2 

25.0 

Colon ca. 
HT29 

0.0 

0.0 

0.0 

0.0 

0.2 

0.2 

0.0 

0.3 

0.3 

Colon ca. 
HCT-116 

1.6 

0.2 

3.2 

3.8 

2.5 

2.0 

2.1 

0.6 

4.3 

Colon ca. 
CaCo-2 

10.4 

3.6 

27.0 

22.2 

19.1 

16.7 

18.3 

6.5 

38.2 

Colon cancer 
tissue 

0.0 

3.3 

11.0 

6.5 

11.9 

7.6 

7.7 

4.4 

20.4 

Colon ca. 
SW1116 

0.0 

3.0 

2.5 

1.7 

2.0 

1.5 

1.8 

2.1 

6.0 
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Colon ca. 
Colo-205 

0.0 

0.4 

0.3 
1.4 

0.2 

0.2 

0.0 

0.2 

1.3 ;0.S 

Colon ca. 
SW-4S 

0.0 

3.6 


1.5 

1.5 

1.4 

3.0 !2.6 

Colon Pool 

0.0 

5.0 

28.1 

28.7 

23.2 

18.7 

25.5 

8.1 120.6 

Small 

Intestine 

Pool 

0.0 

1.7 

17.1 

14.3 
14.3 

10.5 

11.2 

13.0 

12.8 

. „ j 

! 

2.0 |10.4 

1 

Stomach 
Pool 

Bone 

Marrow Pool 

0.0 
0.0 

2.3 
1.6 

6.2 
11.3 

9.5 
10.2 

9.3 
8.7 

8.5 
18.7 

4.2 
3.5 

10.7 
12.5 

Fetal Heart 

0.0 

2.3 

25.5 

24.3 

24.5 

21.8 

33.7 

8.6 

20.7 

Heart Pool 

5.2 

7.0 

29.7 ;23.0 

25.9 

17.2 

33.7 

10.7 

26.1 

Lymph Node 
Pool 

0.0 

6.1 

33.7 

30.4 

22.1 

23.7 

19.9 

6.7 

24.7 

Fetal 

Skeletal 

Muscle 

— — 
36.9 

...... 

5.2 

54.3 

1 

46.7 

48.6 

46.3 

19.1 

19.2 

50.7 

Skeletal 
Muscle Pool 

12.3 

j 

9.2 |29.3 

21.5 

29.5 

25.9 

22.1 

22.7 

32.3 

Spleen Pool 

0.0 

0.0 

1.9 

2.0 

2.0 

i:7 

2.7 

0.6 |3.1 

Thymus 
Pool 

0.0 

2.0 

10.4 

7.5 

8.1 

9.4 

7.7 

3.1 

7.0 

CNS cancer 

(glio/astro) 

U87-MG 

1.6 

1.5 

14.9 

6.1 

10.7 

10.0 

10.9 

2.2 

14.1 

CNo cancer 

(glio/astro) 

U-1I8-MG 

0.0 

0.3 

4.7 

2.9 

^ 

3.8 

3.1 

3.8 

0.8 

5.8 

V^INO LdlJCCl 

(neuro;met) 
SK-N-AS 

0.0 

0.0 

2.6 

1.7 

2.1 

1.0 

1.4 

0.5 

2.6 

CNS cancer 
(astro) SF- 
539 

0.0 

0.0 

0.0 

' tir. 

0.2 

0.1 

0.2 

0.1 

0.2 

0.1 

CNS cancer 
(astro) SNB-, 
75 _ 

1.9 

1.1 

14.9 

5.9 

6.5 

10.0 

11.7 

2.8 

9.7 
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CNS cancer 
(glio) SNB- 
19 

84.1 

79.0 

1 i 

! i 
100.0 iioo.o lioo.o 

i i .... 

100.0 

100.0 

97.9 

100.0 

. 

CNS cancer 
i(glio) SF- 

j295 

1.8 

0.0 

1 

11.3 

i 
i 

9.0 1 

i 

i 

8.0 

7.8 

8.2 

1.5 

14.8 

j 

Brain 

i( Amygdala) 
jPool 

i 

2.3 jO.S 

i . 

7.7 

i 

i 

6.9 

f 

6.2 

4.8 

8.0 

4.4 j5.3 
1 

1 

jBrain 

i(cerebellum) 

6.6 

0.4 

19.8 

— 1 

! 

11.1 ! 

I 

10.7 

9.7 

8.8 

1 

1.2 |9.7 

i 

Brain (fetal) 

3.0 

0.7 

12.7 

11.5 j 

6.6 

5.6 

6.8 

2.1 36.4 

Brain 

(Hippocamp . 
us) Pool 

3.1 

3.2 

11.7 

11.0 

8.6 

6.9 

11.0 

4.3 

10.2 
8.7 

Cerebral 
Coitex Pool 

1.7 

0.6 

1 1.0 

1 

7.5 

7.5 

0.7 

11.6 

2.0 

Brain 

(Substantia 
nigra) Pool 

1 R 

1 .0 


11.7 

8.5 

10.4 

4.7 

10.0 



2.0 

9.3 

Brain 

(Thalamus) 
Pool 

0.0 

2.7 

13.2 

10.0 

9.3 

0.2 

9.7 

i 

2.8 js.7 

1 

Brain 
(whole) 

0.0 

0.4 

10.6 

8.0 

5.8 

0.3 

5.6 

t 

*. 

1.9 |8.7 

Spinal Cord 
Pool 

3.2 

2.3 

14.7 

12.8 

11.0 

7.6 

12.2 

4.2 

9.0 

Adrenal 
Gland 

0.0 

0.3 

9.9 

6.1 

3.9 

3.7 

4.8 

0.9 

4.1 

Pituitary 
gland Pool 

0.0 

0.0 

1.1 

0.8 

1.2 

1.1 

1.4 

0.6 

0.5 

Salivary 
Gland 

0.0 

0.0 

1.8 

1.1 

1.3 

0.9 

1.1 

0.0 

1.0 

Thyroid 
(female) 

0.0 

0.3 

3.1 

0.8 

2.5 

2.5 

1.9 

1.3 

2.3 

Pancreatic 
ca. CAPAN2 

0.0 

0.0 

0.8 

0.8 

0.7 

0.6 

0.7 

0.6 

2.2 

Pancreas 
Pool 

0.0 

0.0 

2.0 

1.1 

1.1 

1.6 

3.2 

1.0 

2.3 
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i 

ITissue Name 

i 
i 

i 

Rel. 

Exp.(%) 
Ag6425, 
Run 

268713999 

i 

^ReL 

|Exp.(%) 
!Ag642S, 

Pun 

268767535 

Rel. 

E.\p.(%) 
Ag6430, 
Run 

26S767563 

i j 

iRel. iRel. 
|Exp.(%) |Exp.(%) 
Ag6431, |Ag6439, 
Run iRun 
268767577 {268760823 

Rel. 

Exp.(%) 
Ag6440, 
Kun 

268760825 

•Secondary Thl act 

0.0 

1.3 

0.0 

0.7 jo.O 

0.0 

ISecondary Th2 act 

0.0 

1.2 

0.0 

0.8 

0.0 

0.0 

'[Secondary Trl act 

0.0 

0.0 

0.0 

0.7 

0.0 

0.0 

:Secondary Thl rest 

0.0 

0.0 

o.o jo.o 

0.0 

0.0 

jSecondary Th2 rest 

0.0 

0.0 

0.0 

0.0 

0.0 

0.0 

! 

jSecondary Trl rest 

0.0 

0.4 

i 

0.0 

0.0 

0.0 

0.0 

{ 

i Primary Thl act 

0.0 

0.0 

0.0 

0.0 

0.0 

0.0 

Primnrv Th? art 

0 0 


0.0 

0.4 

0.0 

u.u 

Primary Trl act 

0.0 

0.7 

0.0 

0.7 

0.0 

0.0 

Primary Thl rest 

0.0 

0.1 

0.0 

0.3 

1.2 

0.0 

^.Primary Th2 rest 

0.0 

0.4 

0.0 

0.2 jo.O 

0.0 
0.0 

i Primary Trl rest 

0.0 

0.0 

0.0 

0.0 

0.0 

JCD45RA CD4 
lymphocyte act 

0.0 

5.4 

0.0 

2.4 

2.6 

0.0 

CD45RO CD4 
lymphocyte act 

0.0 

1.5 

0.0 

0.7 

2.3 

0.0 

CDS lymphocyte act 

0.0 

0.7 

0.0 

0.0 

0.0 

0.0 

Secondary CDS 
lymphocyte rest 

0.0 

8.8 

0.0 

0.0 

0.0 

0.0 

Secondary CDS 
lymphocyte act 

0.0 

0.4 

0.0 

0.3 

0.0 

0.0 

CD4 lymphocyte 
none 

0.0 

0.5 

0.0 

0.4 

0.0 

0.0 

2ry 

Thl/Th2/Trl anti- 
CD95 CH11 

0.0 

0.0 

0.0 

0.0 

1.2 

0.0 

LAK cells rest 

2.7 

11.8 

0.1 

3.8 

15.2 

0.0 

LA K cells IL-2 

0.0 

0.0 

0.0 

0.0 

0.0 

0.0 

LAK cells 1L-2+1L- 
12 

0.0 

0.0 

0.0 

0.0 

0.0 

o.o 
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LAK cells IL-2-HFNlL L q ' \ Q Q 
gamma i \ \ \ 

0.0 

0.0 

"■ 

LAK cells IL-2+ LL- 
lo 

j i 

o.o o.o io.o 
i I 

0.0 

0.0 

0.0 

LAK. cells 
PMA/ionomycin 

I 1 

15.7 115.1 0.1 

! ! 

6.3 

9.0 

52.9 

NK Cells IL-2 rest 

0.0 13.4 

0.0 

2.5 

1 d 

1 .H- 

n ft 

Two Way MLR 3 
day 

0.0 

2.2 

0.0 

1.3 

1.4 

0.0 

Two Way MLR 5 
day 

0.0 

0.8 

0.0 

0.9 

0.0 

0.0 

Two Way MLR 7 
day 

13.2 

1.1 

0.0 

2.6 

3.7 

0.0 

PBMC rest 

0.0 

r 

o.o jo.o 

0.0 

0.0 

0.0 

PBMC PWM 

0.0 

1.3 



0.0 

0.0 

0.0 

0.0 

PBMC PHA-L 

0.0 ]0.6 ;0.0 

0.7 

O 0 

O 0 

v.V 

Ramos (B cell) none 

0.0 jo.o 

0.0 

u.u 


o n 

Kamos (d cell) 
ionomycin 

i 

\ 

0.0 {0.7 

. %. 

0.0 

0.2 

0.0 

0.0 

B lymphocytes 
PWM 

0.0 lo.o 

1 

0.0 

0.0 

0.0 

0.0 

B lymphocytes 
CD40L and IL-4 

o.o ;o.9 Io.o 
i 1 

0.0 

0.0 

0.0 

EOL-1 dbcAMP 

9.1 ]29.1 

0.1 

8.1 

68.8 

0.0 

EOL-1 dbcAMP 
PMA/ionomycin 

0.0 

0.0 

0.0 

2.7 

1.8 

0.0 

Dendritic cells none 

13.8 

4.1 

0.0 

5.3 

0.0 

0.0 

Dendritic cells LPS 

0.0 

1.0 

0.0 

0.7 

0.0 

0.0 

Dendritic cells anti- 
CD40 

3.3 

0.5 

0.0 

0.2 

0.0 

0.0 

Monocytes rest 

0.0 

0.4 

0.0 

0.0 

0.0 

0.0 

Monocytes LPS 

0.0 

5.7 

0.0 

1.8 i 

2.6 

0.0 

Macrophages rest 

0.0 

0.6 

0.0 

0.6 

0.0 

0.0 

Macrophages LPS 

0.0 

5.4 

0.1 

6.3 

9.2 

0.0 

HUVEC none 

0.0 

0.0 

0.0 

0.0 

0.0 

0.0 

HUVEC starved 

0.0 

0.0 

0.0 

0.3 

0.0 

0.0 


770 


WO 2003/023008 


PCT/US2002/028596 


HI IVFP II -1 hpfa 
nu v e*\~> 1 1_< i uc La 

HUVEC I FN 

0.0 jo.O ;0.0 

0.5 jo.O 

""' 1 

A A 
U.U 

T 

o.o jo.o 

0.0 

1 

o.o jo.o 
1 

0.0 

HUVEC TNF alpha 
+ 1 FN gamma 

j 

o.o jo.o 

... . . . . \ . 

0.0 

o.o jo.o 

0.0 

HUVEC TNF alpha 
+ IL4 

0.0 

0.0 

0.0 

0.4 

r 

lo.o 
i 

f " 
jo.o 

0.0 
0.0 

HUVEC I L- 11 

0.0 

0.4 

0.0 

0.3 

Lung Microvascular 
EC none 

0.0 

0.4 

A n 
U.U 

0.0 

! 

0.0 

0.0 

Lung Microvascular 
EC TNFalpha + IL- 
lbeta 

0.0 

0.0 

0.0 

0.0 

0.0 

0.0 

Microvascular 
Dermal EC none 

0.0 

0.0 

A A 

U.U 

0.0 

0.0 

0.0 

Microsvasular 
Dermal EC 
TNFalpha +1L- 
Ibeta 

0.0 

0.0 

0.0 



0.0 

0.0 

0.0 

Bronchial 
epithelium 
TNFalpha + 1L1 beta 

1 

1 
\ 

o.o jo.o 

0.0 

0.0 

0.0 

0.0 

Small airway 
epithelium none 

0.0 

0.0 

A A 

a n 

A A 
U.U 

0.0 

Small airway 
epithelium 
TNFalpha + IL- 
lbeta 

0.0 

0.0 

0.0 

0.0 

0.0 

0.0 

Coronery artery 
SMC rest 

0.0 

0.0 

0.0 

0.0 

0.0 

0.0 

Coronery artery 
SMC TNFalpha +' 
IL-lbeta 

6.2 

0.3 

0.0 

1.5 

0.0 

0.0 

Astrocytes rest 

100.0 

100.0 

12.0 

100.0 

100.0 

100.0 

Astrocytes 
TNFalpha + IL- 
Ibeta 

74.2 

97.3 

100.0 

74.7 

95.9 

95.3 

KU-8 12 (Basophil) 
rest 

0.0 

0.0 

0.0 

0.4 

0.0 

0.0 

KU-8 12 (Basophil) 
PMA/ionomycin 

0.0 

0.0 

o.o jo.o 

0.0 

0.0 
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: 

ICCD1106 ( 

j(Keratinocytes) none 

, — . r 

10 j( 

).0 jo.o : < 

1 

3.8 j( 

3.0 ( 

3.0 

CCD1106 

(Keratinocytes) { 
I Nralpna t il- 
lbeta 

■ - ' 7 
3.0 ;< 

i 

i 

3.0 •( 
2.6 < 

).0 

-' — — — r 

0.0 

O.O 

0.0 

Liver cirrhosis 

4.0 

3.0 

6.7 

8.5 

0.0 

NCI-H/yz none 

u.u 

1.7 

3.0 

0.6 

0.0 

0.0 

NCI-H292 IL-4 

0.0 

0.0 

0.0 

0.5 

0.0 

0.0 

NCI-H292 IL-9 

0.0 

0.7 

0.0 

0.5 io.o 

0.0 

j. . . 

1NCI-H292 IL-13 

0.0 

0.9 

0.0 

0.9 

0.0 

0.0 

NCI-H292 I FN 
gamma 

0.0 

0.5 

0.0 

0.6 1 

0.0 

00 

HPAEC none 

0.0 

0.0 

0.0 

0.0 io.o 

0.0 

HPAEC TNF alpha 
+ IL-1 beta 

0.0 

0.0 

0.0 

0.0 

0.0 

0.0 

Lung fibroblast none 

31.4 

95.9 

0.2 

65.5 

94.0 

54.3 

Lung fibroblast TNF 
alpha + IL-1 beta 

22.2 

48.6 

0.1 

39.8 

62.9 

J£..J 

Lung fibroblast IL-4 

1 ' J - •' 

19.1 127.4 

1 * '"' 

0.1 

21.2 

34.9 

0.0 

Lung fibroblast IL-9 

23.5 

24.0 

0.1 

26.8 

96.6 

66.0 

Lung fibroblast IL- 
13 

4.5 

11.9 


10.4 

13.4 

0.0 

Lung fibroblast 1FN 
gamma 

15.7 

55.9 

n ? 

46.3 

89.5 

47.0 

Dermal fibroblast 
CCD1070rest 

0.0 

6.0 


6.3 

4.1 

0.0 

Dermal fibroblast 
CCD 1070 TNF 
alpha 

0.0 

2.7 

0.0 

0.8 

2.3 

VJ.V 

Dermal fibroblast 
CCD1070 IL-1 beta 

0.0 

5.6 

0.0 

1.3 

0.0 

0.0 

Dermal fibroblast 
IFN gamma 

8.5 

30.6 

0.1 

20.2 

26.6 

0.0 

Dermal fibroblast 
IL-4 

4.1 

30.8 

0.1 

19.8 

25.5 

0.0 

Dermal Fibroblasts 
rest 

8.0 

54.3 

0.1 

46.7 

47.3 

0.0 
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llNCUlIUJJI 11 lo 

jTNFa+LPS 

0.0 

0.9 

0.0 

0.4 

j 

U0 

0.0 


r — 

jNeutrophils rest 

0.0 

0.0 

0.0 

0.3 

Io.o 

0.0 

IColon 

4.0 

4.6 

0.0 

9.5 

1 

•8.4 

0.0 . 

Lung 

0.0 

2.8 

0.0 

4.6 j2.l 

0.0 

i 

[Thymus 
JKidney 

0.0 

0.0 

0.0 j0.4 

j 2 .4 

0.0 

4.9 

7.8 

1 

0.1 

9.7 

|5.2 

0.0 


Table AZO . general oncology screening panel_v_2.4 


i 

Tissue Name 

Rel. Exp.(%) 
Ag6442, Run 
264979180 

1 

Tissue Name 

Kei. Jb\p.(vo) 
Ag6442, Run 
264979180 

Colon cancer 1 

22.7 

B ladder cancer NAT 2 

1.4 

Colon cancer NAT 1 

100.0 

Bladder cancer NAT 3 


Colon cancer 2 

0.0 

Bladder cancer NAT 4 

66.0 

Colon cancer NAT 2 

m 

Prostate adenocarcinoma 
1 

7.5 

\ 

Colon cancer 3 -2.8 

Prostate adenocarcinoma 
z 

8.0 



Colon cancer NAT 3 

40.1 

Prostate adenocarcinoma 
3 

9.0 

Colon malignant cancer 

4 

9.5 

Prostate adenocarcinoma 
4 

9.1 

Colon normal adjacent 
tissue 4 

0.9 

Prostate cancer NAT 5 

9.9 

Lung cancer 1 

6.6 

Prostate adenocarcinoma 
6 

7.7 

Lung NAT 1 

0.0 

Prostate adenocarcinoma 
7 

17.3 

Lung cancer 2 

15.9 

Prostate adenocarcinoma 
8 

0.0 

Lung NAT 2 

0.0 

Prostate adenocarcinoma 
9 

33.9 

Squamous cell 
carcinoma 3 

8.3 

Prostate cancer NAT 1 0 

^_ Lt , ,„ .-..„■ . i......-.*..*.. . 

4.9 

Lung NAT 3 

0.0 

Kidney cancer 1 

16.5 

metastatic melanoma 1 

49.0 

KidneyNAT 1 

7.2 
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Melanoma 2 \)A 
Melanoma3 ,13.8 

Kidney cancer 2 ;73 .7 
Kidney NAT 2 119.2 

1 

metastatic melanoma 4 (24.0 

Kidney cancer 3 |21.3 

(metastatic melanoma 5 ;3 1 .4 

Kidney NAT 3 hi. 4 

jBladder cancer 1 J2.1 

Kidney cancer 4 j25.7 

[Bladder cancer NAT 1 10.0 

Kidney NAT 4 114.9 

jBladder cancer 2 J 19.3 

i 
j 


CNS_neurodegeneration_vLO 
Summary: Ag6425/Ag6428/Ag6430/Ag6431/Ag6439/ Ag6440/Ag6442 Seven 
experiments with different probe and primer sets are in excellent agreement. This panel 
confirms the expression of this gene at low levels in the brains of an independent group of 


5 individuals. However, no differential expression of this gene was detected between 
Alzheimer's diseased postmortem brains and those of non-demented controls in this 
experiment. See Panel 1 .4 for a discussion of this gene in treatment of central nervous 
system disorders. 

Ag6424/Ag6391 Expression of this gene is low/undetectable (CTs > 35) across all 
10 of the samples on this panel (data not shown). 

Genera1_screeningj>anel_vl.5 Summary: Ag6442 Highest expression of this 
gene is seen in skeletal muscle (CT=28). Expression of this gene is higher in adult (CT=28) 
as compared to the fetal skeletal muscle (CT=31). Therefore, expression of this gene may be 
used to distinguish fetal from adult skeletal muscle. 

15 In addition moderate to low levels of expression of this gene is also seen in all the 

regions of central nervous system, in tissues with metabolic/endocrine functions and in a 
number of cancer cell lines derived from melanoma, brain, colon, lung, and ovarian cancers. 
This expression pattern is consistent with the expression seen in panel 1 .4. See panel 1 .4 for 
further discussion on the utility of these genes. 

20 General_screening_panel_vl.6 Summary: Ag6424/ 

Ag6425/Ag6428/Ag6430/Ag6431/Ag6439/Ag6440/Ag6964 Nine experiments with seven 
different probe and primer sets are in very good agreement. Highest expression of this gene 
is detected in a ovarian cancer IGROV-l cell line and brain cancer SNB-19 cell lines 
(CTs=25-33.7). In addition, consistent with expression seen in panel 1.4, moderate to low 
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levels of expression of this gene is also seen in all the regions of central nervous system, 
tissues with metabolic/endocrine functions, and number of cancer cell lines. See panel 1.4 
for further discussion of this gene. 

Ag6391 Expression of this gene is lovv/undetectable (CTs > 35) across all of the 
5 samples on this panel (data not shown). 

Panel 4.1D Summary: Ag6425/Ag642S/Ag6430/Ag643 1/Ag6439/ Ag6440 Seven 
experiments with different probe and primer sets are in excellent agreement. Highest 
expression of this gene is detected in both resting and cytokine activated astrocytes 
(CTs=22-33.5). Therefore, therapeutic modulation of this gene or the design of therapeutics 
10 with the encoded protein could be important in the treatment of multiple sclerosis or other 
inflammatory diseases of the CNS. 

In addition, moderate to low levels of expression of this gene is also seen in resting 
and cytokine treated lung and dermal fibroblasts, as well as in normal tissues represented by 
colon, lung, thymus and kidney. Therefore, modulation of the gene product with a 
15 functional therapeutic may lead to the alteration of functions associated with these cell types 
and lead to improvement of the symptoms of patients suffering from autoimmune and 
inflammatory diseases such as asthma, allergies, inflammatory bowel disease, lupus 
erythematosus, psoriasis, rheumatoid arthritis, and osteoarthritis. 

Low levels of expression of this gene is also seen in liver cirrhosis. Therefore, 
20 antibodies or small molecule therapeutics could reduce or inhibit fibrosis that occurs in liver 
cirrhosis. 

Ag6424 Expression of this gene is low/undetectable (CTs > 35) across all of the 
samples on this panel (data not shown). 

general oncology screening panel_v_2.4 Summary: Ag6442 Two experiments 
25 with different probe and primer sets are in excellent agreement. Highest expression of this 
gene is seen in normal colon (CTs=29-32). Expression of this gene in normal colon is 
higher than in the corresponding cancer samples (CTs=32-34). Therefore, expression of this 
gene may be used to distinguish between these two samples. 

Moderate expression of this gene is seen in both normal and cancer samples derived 
30 from colon, lung, bladder, prostate and kidney, as well as, in melanomas. Expression of this 
gene seems to be higher in kidney and lung cancers as compared to the corresponding 
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normal adjacent samples. Therefore, expression of this gene may be used as marker to 
detect the presence of lung and kidney cancers. Furthermore, therapeutic modulation of this 
gene may be useful in the treatment of melanoma, colon, lung, bladder, prostate and kidney 
cancers. 

BA. CG88634-01: KIAA1219-like protein. 

Expression of gene CG88634-01 was assessed using the primer-probe set Ag3649, 
described in Table BAA. Results of the RXQ-PCR runs are shown in Tables BAB, BAC, 
BAD and BAE. 

Table BAA . Probe Name Ag3649 


Primers Sequences ILength 

i ~ 1 

Start 
Position 

SEQ ID No 

. •.. . ... ■ . { - " ' 

'Forward |5' -ccgcaagaattgaatcagtatc- j 22 

1055 

768 

i i 

jTET-5 1 - I 
Probe jcctgccttaaacatctgcctcaaata |26 
!-3'-TAMRA ! 

1077 

769 

\ \ \ 
jReverse |5 ' -catccaccagacagctgatt-3 • [20 

1123 

770 


1 0 Table BAB . CNS_neurodegeneration_v 1 .0 


Tissue Name 

Rel. Exp.(%) 
Ag3649, Run 
211019464 

Tissue Name 

Rel. Exp.(%) 
Ag3649, Run 
211019464 

AD 1 Hippo 

12.1 

Control (Path) 3 
Temporal Ctx 

4.5 

AD 2 Hippo 

28.3 

Control (Path) 4 
Temporal Ctx 

40.9 

AD 3 Hippo 

6.7 

AD 1 Occipital Ctx 

12.2 

AD 4 Hippo 

7.5 

AD 2 Occipital Ctx 
(Missing) 

0.0 

AD 5 hippo 

100.0 

AD 3 Occipital Ctx 

6.7 

AD 6 Hippo 

47.6 

AD 4 Occipital Ctx 

24.7 

Control 2 Hippo 

25.2 

AD 5 Occipital Ctx 

20.0 

Control 4 Hippo 

9.2 

AD 6 Occipital Ctx 

46.3 

Control (Path) 3 Hippo 

7.5 

Control 1 Occipital Ctx 

6.7 

AD 1 Temporal Ctx 

18.6 

Control 2 Occipital Ctx 

52.1 
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ADO TemDoral Ctx 130 4 

Control 3 Occipital Ctx j 1 7.0 

AD 3 Temporal Ctx j5.9 

Control 4 Occipital Ctx 

!AD 4 Temporal Ctx !24.5 

i 

Control (Path) 1 
Occipital Ctx 

73.2 
10.9 

AD 5 Inf Temporal Ctx |92.0 

Control (Path) 2 
Occipital Ctx 

AD 5 SupTempora! Ctx^S.O 

i 

Control (Path) 3 
Occipital Ctx 

■> -> 

jAD 6 Inf Temporal Ctx 

51.4 

r 

Control (Path) 4 
Occipital Ctx 

18.4 

;AD 6 Sup Temporal 
jCtx 1 

47.6 

Control 1 Parietal Ctx 

5.3 

(Control 1 Temporal Ctx 

6.9 

Control 2 Parietal Ctx 

41.5 

jControl 2 Temporal Ctx 

28.1 

Control 3 Parietal Ctx 

17.3 

Control 3 Temporal Ctx 

12.9 

Control (Path) 1 
Parietal Ctx 

65.1 

Control 4 Temporal Ctx 

6.9 

Control (Path) 2 
Parietal Ctx 

24.8 

Control (Path) 1 
Temporal Ctx 

57.0 

Control (Path) 3 
Parietal Ctx 

5.3 

Control (Path) 2 
Temporal Ctx 

36.3 

Control (Path) 4 
Parietal Ctx 

49.0 

Table BAC. General screening panel vl.4 

Tissue Name 

ReL Exp.(%) | 
Ag3649, Run 
219798089 

Tissue Name 

Rel. Exp.(%) 
Ag3649, Run 
219798089 

Adipose 

14.5 

Renal ca. TK-10 

46.0 

Melanoma* Hs688(A)T 

31.9 

Bladder 

26.4 

Melanoma* Hs688(B).T 

25.9 

Gastric ca. (liver met.) 
NC1-N87 

99.3 

Melanoma* Ml 4 

31.6 

Gastric ca. KATO 111 

83.5 

Melanoma* LOX1MV1 

23.8 

Colon ca. SW-948 

5.9 

Melanoma* SK-MEL-5 

44.8 

Colon ca. SW480 

63.7 

Squamous cell carcinoma 
SCC-4 

15.6 

Colon ca.* (SW480 met) 
SW620 

41.2 

Testis Pool 

19.9 

Colon ca. HT29 

20.6 
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Prostate ca.* (bone met) L 
PC-3 

! 

17.6 j< 

i 

:olonca.HCT-H6 : 

26.2 

Prostate Pool 

9.3 |< 

ZTolon ca. CaCo-2 1 

57.1 

Placenta < 

21.5 |< 

Colon cancer tissue 

30.6 

Uterus Pool 

12.3 

Colon ca. SW1116 

7.9 

Ovarian ca. OVCAR-3 

73.7 

Colon ca. Colo-205 

7.0 

Ovarian ca. SK-OV-3 

51.8 

Colon ca. SW-48 

S.8 

Ovarian ca. OVCAR-4 

25.2 

Colon Pool 

28.3 

Ovarian ca. OVCAR-5 

44.1 

Small Intestine Pool 

22.2 

Ovarian ca. 1GROV-1 

18.8 

Stomach Pool 

11.4 

Ovarian ca. OVCAR-8 

11.0 

Bone Marrow Pool 

16.0 

Ovary 

15.5 

Fetal Heart 

26.8 

Breast ca. MCF-7 

35.6 

Heart Pool 

14.0 

Breast ca. MDA-MB-231 hi A 

Lymph Node Pool 

29 7 

Breast ca. BT 549 

89.5 

Fetal Skeletal Muscle 

14.2 

Breast ca. T47D 

85,9 ISkeletal Muscle Pool 

13.5 

Breast ca. MDA-N 

25.2 

Spleen Pool 

17.0 

Breast Pool 

27.0 

Thymus Pool 

25.0 

Trachea 

23.5 

CNS cancer (glio/astro) 
U87-MG 

62.0 

Lung 

5.7 

CNS cancer (glio/astro) 
IM18-MG 

76.3 

Fetal Lung 

51.4 

,CNS cancer (neuro;met) 
SK-N-AS 

63.7 

Lungca. NCI-N417 

5.1 

! CNS cancer (astro) SF- 
! 539 

1A ft 

Lungca. LX-1 

45.4 

CNS cancer (astro) SNB- 
75 

100.0 

Lungca. NCI-HI 46 

19.1 

CNS cancer (glio) SNB- 
!19 

18.8 

Lung ca. SHP-77 

28.5 

CNS cancer (glio) SF-295 

84.1 

Lung ca. A549 

19.9 

Brain (Amygdala) Pool 

10.6 

Lungca. NCI-H526 

12.0 

! Brain (cerebellum) 

65.5 

Lungca. NCI-H23 

64.6 

Brain (fetal) 

36.3 
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, — — 

! 

jLungca. NCI-H460 

1 

0 jBrain (Hippocampus) 
1 ^ (Pool 

11.4 

(Lung ca. HOP-o2 

8.2 {Cerebral Cortex Pool 

19.9 

lung ca. NCI-H522 

i 

27.5 

Brain (Substantia nigra) 
Pool 

10.0 

! 

Liver 

3.0 

Brain (Thalamus) Pool 

22.4 

s 

j Fetal Liver 

16.6 brain (whole) j20.9 

•Liver ca. HepG2 

27.0 

Spinal Cord Pool jll.3 

iKidney Pool 

26.1 

Adrenal Gland ;25.3 

I j_ » r , I- ■ -r ■- - - ■ -I 

f — ■ *■* ■ 
(Fetal Kidney 

34.2 

I 

Pituitary gland Pool jll.2 

i — .... — .. 

jRenal ca. 786-0 

25.5 

""""" *" i 
Salivary Gland J9.5 

jRenal ca. A498 

12.7 

Thyroid (female) |6.0 

jRenal ca. ACHN 

21.9 

— 

Pancreatic ca. CAPAN2 

33.4 

jRenal ca. UO-31 

0.0 

Pancreas Pool 

28.1 


Table BAD . Panel 4. ID 


^Tissue Name 
i 

ReL Exp.(%) 
Ag3649, Run 
169975759 

Tissue Name 

ReL Exp.(%) 
Ag3649, Run 
169975759 

(Secondary Th 1 act 

57.4 

HUVECIL-lbeta 

55.5 

Secondary Th2 act 

67.8 

HUVEC 1FN gamma 

66.4 

Secondary Trl act 

81.8 

HUVECTNF alpha + IFN 
gamma 

50.0 

Secondary Th i rest , 

25.5 

HUVEC TNF alpha + 1L4 

403 j 

Secondary Th2 rest 

47.6 

HUVEC IL-11 

323 

Secondary Trl rest 

41.8 

Lung Microvascular EC none 

96.6 

Primary Thl act 

44.8 

Lung Microvascular EC 
TNFalpha-HL-lbeta 

973 

Primary Th2 act 

54.3 

Microvascular Dermal EC 
none 

55.9 

Primary Trl act 

49.7 

Microsvasular Dermal EC 
TNFalpha+ IL-lbeta 

60.3 

Primary Thl rest 

36.3 

Bronchial epithelium 
TNFalpha + ILlbeta 

47.3 

Primary Th2 rest 

41.5 

Small airway epithelium none 

23.7 
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i 

Primary TV 1 rest 

i 

i 

jSmall airway epithelium 
55,1 |TNFalpha+lL-lbeta 

45.1 

CD45RA CD4 j 

l\/innhnrvtp art 
i y 1 1 1 jji ilh-j ic a\.i 

38.4 

Coronery artery SMC rest 

33.7 

CD45ROCD4 
lymphocyte act 

56.3 

Coronery artery SMC 
1 Nraipna t il-i oeia 

40.1 

CDS lymphocyte act 

50.0 

Astrocytes rest 

40.1 

jSecondary CDS 
jlymphocyte rest 

51.4 

Astrocytes TNFalpha + IL- 
loeta 

29.9 

^Secondary CDS 
jiympnocyte act 

29.9 

KU-812 (Basophil) rest 

27.7 

CD4 lymphocyte none 

42.0 

KU-oIi (basopnii; 
PMA/ionomycin 

48.0 

zry im/in^/iri <inu- 
;CD95CH1I 

45.4 

CCD1 106 (Keratinocytes) 
none 

79.0 

{ 

|LAK cells rest 

48.0 

CCD1 106 (Keratinocytes) 
TNFalpha + I L-l beta 

100.0 

IlAK cells IL-2 

54.7 

Liver cirrhosis 

17.2 

!LAK cells IL-2+IL-12 

46.3 

NCI-H292 none 

41.5 

!LAK cells 1L-2+IFN 

jgamma 

61.6 

NCI-H292 IL-4 

71.7 

ILAK cells IL-2+IL-IS 

65.5 

NCI-H292 IL-9 

100.0 

LAK cells 
PMA/ionomycin 

46.0 

NCI-H292 IL-13 

75.3 

NK Cells IL-2 rest 

65.1 

NCI-H292 IFN gamma 

72.2 

Two Way MLR 3 day 

64.6 

HPAEC none 

43.S 

Two Way MLR 5 day 

45.1 

HrAbC 1 Nr alpna + IL- 1 
beta 

92.0 

i wo way rviLK / aay 

30.4 

Lung fibroblast none 

56.3 

PBMC rest 

29.9 

Lung fibroblast TNF alpha + 
IL-1 beta 

27.9 

PBMC PWM 

31.2 

Lung fibroblast IL-4 

39.8 

PBMC PHA-L 

40.3 

Lung fibroblast IL-9 

53.6 

Ramos (B cell) none 

47.3 

Lung fibroblast IL-13 

31.4 

Ramos (B cell) ionomycin 

49.7 

Lung fibroblast IFN gamma 

42.9 
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: ~"*~" 

B lymphocytes PWM 

28.5 

Dermal fibroblast CCD 1070 
rest 

55.9 

r 

IB lymphocytes CD40L 
land IL-4 

55.1 

Dermal fibroblast CCD1070 
TNF alpha 

83.5 

, 

EOL-1 dbcAMP 

46.7 

Dermal fibroblast CCD! 070 
IL-1 beta 

36.1 

EOL-1 dbcAMP 
PMA/ionomycin 

66.0 

Dermal fibroblast IFN gamma 

JH.7 

Dendritic cells none 

44.8 {Dermal fibroblast IL-4 

61.6 

Dendritic cells LPS 

36.6 

Dermal Fibroblasts rest 

37.1 

Dendritic cells anti-CD40 

53.2 

Neutrophils TNFa+LPS 

14.3 

Monocytes rest 

58.2 

Neutrophils rest 

64.6 

Monocytes LPS 

80.7 

Colon 

19.9 

i 

{Macrophages rest 

41.2 

Lung 

30.4 

* 

(Macrophages LPS 

28.7 

Thymus 

85.3 

jHUVEC none 

(hUVEC starved 

128.9 

Kidney 

45.7 

152.1 




Table BAE . general oncology screening panel_v_2.4 


Tissue Name 

Rel. Exp.(%) 
Ag3649, Run 
267777885 

]Rel. Exp.(%) 
Tissue Name |Ag3649, Run 
|267777885 

Colon cancer 1 

30.4 

Bladder cancer NAT 2 _ ] 

2.0 

Colon cancer NAT 1 

7.7 

B ladder cancer NAT 3 

4.8 

Colon cancer 2 

29.7 

— ' i 

Bladder cancer NAT 4 j 

14.8 

Colon cancer NAT 2 

10.7 

Prostate adenocarcinoma j 

1 5 

65.5 

Colon cancer 3 

76.3 

Prostate adenocarcinoma 
2 

11.0 

Colon cancer NAT 3 

17.6 

Prostate adenocarcinoma 
3 

36.6 

Colon malignant cancer 
4 

52.9 

Prostate adenocarcinoma 
4 

38.4 

Colon normal adjacent 
tissue 4 

20.6 

Prostate cancer NAT 5 

12.4 

Lung cancer 1 

20.3 

Prostate adenocarcinoma 
6 

16.4 
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- — " 1 ' " 

Lung NAT 1 ;5.1 

i 1 . 

Prostate adenocarcinoma 
7 

- - 

20.6 

Luna cancer 2 

! ■ 

88.9 

Prostate adenocarcinoma 
8 

1 1 & 

1 J.O 

j 

•Lung NAT 2 

i 

9.5 

Prostate adenocarcinoma 

Q 

s 

62.9 

(Squamous cell 
jcarcinoma 3 

J7.0 

Prostate cancer NAT 10 

10.9 

jLungNAT 3 

4.4 

Kidney cancer 1 

39.5 

i 

metastatic melanoma 1 

31.6 

KidneyNAT 1 

23.8 

Melanoma 2 

5.6 

Kidney cancer 2 

100.0 

Melanoma 3 

4.8 

Kidney NAT 2 

31.6 

metastatic melanoma 4 

• ' ' ' 

46.7 

Kidney cancer 3 

33.9 

metastatic melanoma 5 

84.7 

Kidney NAT 3 

8.5 

jBladder cancer 1 


Kidney cancer 4 

13.5 

|B ladder cancer NAT 1 jo.0 

Kidney NAT 4 

6.3 

(Bladder cancer 2 |23.7 




CNS_neurodegeneration_vl.O Summary: Ag3649 This panel does not show 


differential expression of this gene in Alzheimer's disease. However, this profile confirms 
the expression of this gene at moderate levels in the brain. See Panel 1.4 for discussion of 
this gene in the central nervous system. 

5 General_screening_panel_vl.4 Summary: Ag3649 Highest expression of this 

gene is seen in a brain cancer cell line (CT=25). This gene is widely expressed in this panel, 
with high levels of expression seen in brain, colon, gastric, lung, breast, ovarian, and 
melanoma cancer cell lines. This expression profile suggests a role for this gene product in 
cell survival and. proliferation. Modulation of this gene product may be useful in the 

1 0 treatment of cancer. 

Among tissues with metabolic function, this gene is expressed at high to moderate 
levels in pituitary, adipose, adrenal gland, pancreas, thyroid, and adult and fetal skeletal 
muscle, heart, and liver. This widespread expression among these tissues suggests that this 
gene product may play a role in normal neuroendocrine and metabolic function and that 
1 5 disregulated expression of this gene may contribute to neuroendocrine disorders or 
. metabolic diseases, such as obesity and diabetes. 
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In addition, this gene is expressed at much higher levels in fetal lung tissue (CT=26) 
when compared to expression in the adult counterpart (CT=29). Thus, expression of this 
gene may be used to differentiate between the fetal and adult source of this tissue. 

This gene is also expressed at high to moderate levels in the CNS, including the 
5 hippocampus, thalamus, substantia nigra, amygdala, cerebellum and cerebral cortex. 

Therefore, therapeutic modulation of the expression or function of this gene may be useful 
in the treatment of neurologic disorders, such as Alzheimer's disease, Parkinson's disease, 
schizophrenia, multiple sclerosis, stroke and epilepsy. 

Panel 4.1D Summary: Ag3649 Highest expression of this gene is seen in IL-9 
10 treated NC1-H292 cells and TNF-a and IL-1 b treated keratinocytes (CT=27.3). This gene is 
also expressed at hight to moderate levels in a wide range of cell types of significance in the 
immune response in health and disease. These cells include members of theT-cell, B-cell, 
endothelial cell, macrophage/monocyte, and peripheral blood mononuclear cell family, as 
well as epithelial and fibroblast cell types from lung and skin, and normal tissues 
1 5 represented by colon, lung, thymus and kidney. This ubiquitous pattern of expression 
suggests that this gene product may be involved in homeostatic processes for these and 
other cell types and tissues. This pattern is in agreement with the expression profile in 
General__screening_panel_vl .4 and also suggests a role for the gene product in cell survival 
and proliferation. Therefore, modulation of the gene product with a functional therapeutic 
20 may lead to the alteration of functions associated with these cell types and lead to 

improvement of the symptoms of patients suffering from autoimmune and inflammatory 
diseases such as asthma, allergies, inflammatory bowel disease, lupus erythematosus, 
psoriasis, rheumatoid arthritis, and osteoarthritis. 

general oncology screening panel_v_2.4 Summary: Ag3649 Highest expression 
25 of this gene is detected in kidney cancer (CT=27.6). Significant expression of this gene is 
detected both in normal and cancer samples derived from colon, kidney, bladder, lung, 
prostate and melanoma. Expression of this gene is higher in cancer samples as compared to 
the corresponding normal adjacent samples. Therefore, expression of this gene may be use 
as diagnostic marker for lung, colon, prostate, kidney and bladder cancer, as well as 
30 metastatic melanoma. In addition, therapeutic modulation of this gene through the use of 
antibodoy or small molecule drug may be beneficial in the treatment of melenoma, prostate, 
lung, colon, kidney and bladder cancers. 
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BB. CG97012-01 and CG97012-02: SEIZURE 6 PRECURSOR 
PROTEIN-LIKE PROTEIN. 

Expression of gene CG97012-01 and CG97012-02 was assessed using the primer- 
probe sets Agl477 and Ag4 105, described in Tables BBA and BBB. Results of the RTQ- 
5 PCR runs are shown in Tables BBC, BBD, BBE, BBF, BBG, BBH, BBI and BBJ. 

Table BBA . Probe Name Agl477 


Primers 

Sequences 

Length 

Start 
Position 

SEQ ID No 

Forward 

Probe 

Reverse 

5 ■ -aatcctgaggggtacattgact- 
3 ' 

22 

859 

771 
772 

TET-5 ' - 

ccctcaacaactttctggagtgcaca 
-3 ■ -TAMRA 

26 

902 

5 ' -agccagtgtagactgtcacgtt- L- 

3- i r 1 

773 

Table BBB. Probe Name A&4I05 

Primers 

Sequences 

j Start 
Le "S ,h Position 

SEQ ID No 

Forward 

5 ' -aatcctgaggggtacattgact- 

■ ~ — r ~ 

22 |859 

774 
775 

Probe 

TET-5' - 

ccctcaacaactttctggagtgcaca 
- 3 ' -TAMRA 

26 

902 

Reverse 

5 ' -agccagtgtagactgtcacgtt- 
3 • 

22 

931 

776 


Table BBC . Alcomprehensive panel_vl.O 


Tissue Name 

Rel. Exp.(%) 
Ag4105, Run 
255325336 

Tissue Name 

Rel. Exp.(%) 
Ag4105, Run 
255325336 

110967 COPD-F 

7.7 

112427 Match Control 
Psoriasis-F 

1.3 

110980 COPD-F 

1.9 

112418 Psoriasis-M 

1.1 

110968 COPD-M 

0.0 

112723 Match Control 
Psoriasis-M 

3.9 

110977 COPD-M 

4.4 

112419 Psoriasis-M 

0.0 
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!l 10989 Emphysema-F , 

i 

9.6 

112424 Match Control 
Psoriasis-M 

1.2 

hi 0992 Emphysema-F 

1.6 

1 12420 Psoriasis-M 

8.2 

1110993 Emphysema-F 

i 

13.8 

112425 Match Control 
Psoriasis-M 

5.8 

jl 10994 Emphysema-F ; 

0.0 

104689 (MF) OA Bone- 
Backus 

6.7 

1 10995 Emphysema-F 

0.0 

104690 (MF) Adj 
"Normal" Bone-Backus 

1.9 

110996 Emphysema-F , 

0.0 

104691 (MF) OA 
Synovium-Backus 

49.3 

110997 Asthma-M 

4.5' 

104692 (BA) OA 
Cartilage-Backus 

36.6 

11 1001 Asthma-F 

0.0 

104694 (BA) OA Bone- j ?9 
Backus j 

111002 Asthma-F 


104695 (B A) Adj 
"Normal" Bone-Backus 

3.7 

111003 Atopic Asthma- L § 

F | ' 

1 04696 (B A) OA 
Synovium-Backus 

22.1 

H 1 1004 Atopic Asthma- L n 

If {6 ' 9 

104700 (SS) OA Bone- 
Backus 

4.2 

[ill 005 Atopic Asthma- 
|F 

3.1 

104701 (SS) Adj 
"Normal" Bone-Backus 

6.6 

111006 Atopic Asthma- 
F 

0.0 

104702 (SS)OA 
Synovium-Backus 

15.1 

111417 Allergy-M 

0.0 

117093 OA Cartilage 
Rep7 

5.8 

1 12347 Allergy-M 

15.2 

112672 OA Bone5 

3.7 

112349 Normal Lung-F 

11.0 

112673 OA Synoviums 

0.0 

112357 Normal Lung-F 

2.2 

112674 OA Synovial 
Fluid cells5 

1.7 

1 12354 Normal Lung- 
M 

7.1 

117100 OA Cartilage 
Repl4 

0.0 

112374 Crohns-F 

25.0 

112756 OA Bone9 

100.0 

112389 Match Control 
Crohns-F 

0.9 

112757 OA Synovium9 

6.0 

112375 Crohns-F 

8.3 

112758 OA Synovial 
Fluid Cells9 

6.3 
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1 12732 Match Control L ^ 
iCrohns-F j 

117125 RA Cartilage 
Rep2 

1.8 

i " T 

jl 12725 Crohns-M |7.4 

113492 Bone2 RA 

14.8 

|l 123S7 Match Control 
jCrohns-M 

2.7 

113493 Synovium2 RA 

3.0 

i 

jl 12378 Crohns-M ] 

i I 

20.9 

113494 Syn Fluid Cells 
RA 

11.6 

112390 Match Control j 
Crohns-M j 

6.9 

1 13499 Cartilage4 RA 

10.7 

1 12726 Crohns-M 

15.3 

11350OBone4 RA 

7.1 

112731 Match Control J 
Crohns-M 

5.9 

113501 Synovium4 RA 

5.4 

i 

\\ 12380 Ulcer Col-F 

2.1 

113502 Syn Fluid Cells4 
RA 

2.0 

jll 2734 Match Control 
jUicei L,oi-r 

2.0 

113495 Cartilage3 RA 

2.0 

r 

j) 12384 Ulcer Col-F 

.... ** ' — - — 

2.1 

1 13496 Bone3 RA 

14.5 

1 112737 Match Control 
Ulcer Col-F 

u 

113497 Synovium3 RA 

6.8 

112386 Ulcer Col-F 

4.2 

113498 Syn Fluid Cells3 
RA 

10.5 

112738 Match Control 
uicer coi-r 

1.9 

117106 Normal Cartilage 
Rep20 

0.0 

1 12381 Ulcer Co!-M 

5.8 

113663 Bone3 Normal 

8.3 

112735 Match Control 
Ulcer Col-M 

39.0 

113664 Synovium3 
Normal 

8.8 

112382 Ulcer Col-M 

11.1 

113665 Syn Fluid Cells3 
Normal 

8.2 

112394 Match Control 
Ulcer Col-M 

2.0 

117107 Normal Cartilage 
Rep22 

2.3 

112383 Ulcer Col-M 

4.9 

113667 Bone4 Normal 

9.4 

112736 Match Control 
Ulcer Col-M 

0.0 

113668 Synovium4 
Normal 

4.7 

112423 Psoriasis-F 

5.5 

113669 Syn Fluid Cells4 
Normal 

0.0 


Table BBD. Ardais Panel v.1.0 
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Tissue Name 

i 

Rel. Exp.(%) i Rel. Exp.(%) 
Agl477, Run iTissueName |Agl477, Run 
263245998 i 1263245998 

1 36799_Lung cancer(362) 

5.4 1136787 lung cancer(356) ] 

2.4 

136S00JLungNAT(363) 

... _.. j - - 4 
49.3 { 136788 Jung NAT(357) j 

17.8 

136813_Lung cancer(372) 

; j 
5.4 |136S04_Lung cancer(369) 

9.9 

1 368 14JLung NAT(373) 

6.2 Jl36805_LungNAT(36A) 

12.8 

13681 5_Lung cancer(374) 

1 JOolO LrfUIlg 1NM. 1 \j ' ->/ 

lRn Jl36806_Lung 

1M} jcancer(36B) ! 

1.7 

62.4 i 136807 Lung NAT(36C) 

19.6 

1 36791 JLung 
cancer(35A) 

( j 

i 

3.8 j 136789 Jung cancer(358) 

15.0 

1 36795 JLung cancer(35E) 

1 ,9 1 1 36S02_Lung cancer(365) 

21.2 

136797_Lungcancer(360) 

0.0 |1 36803 J_ung cancer(368) 

7.7 

136794 Jung NAT(35D) 

24.5 
33.2 

13681 1 JLung cancer(370) 

!5.1 

136S18J,ungNAT(377) 

!36810_LungNAT(36F) 

100.0 


Table BBE . CNS_neurodegeneration_v 1 .0 


Tissue Name 

Rel.Exp.(%) 
Agl477, Run 
206941434 

Rel. Exp.(%) 
Ag4105, Run 
206943848 

Tissue Name 

Rel. Exp.(%) 
Agl477, Run 
206941434 

Rel. Exp.(%) 
Ag4105, Run 
206943848 

AD 1 Hippo 

11.9 

10.6 

Control (Path) 3 
Temporal Ctx 

2.6 

2.6 

AD 2 Hippo 

33.7 

23.3 [ 

Control (Path) 4 
Temporal Ctx 

29.3 

17.9 

AD 3 Hippo 

8.1 

7.0 

AD 1 Occipital 
Ctx 

7.9 

7.7 

AD 4 Hippo 

5.1 

5.0 

AD 2 Occipital 
Ctx (Missing) 

0.0 

0.0 

AD 5 hippo 

100.0 

100.0 

AD 3 Occipital 
Ctx 

3.9 

3.2 

AD 6 Hippo 

49.7 

40.9 

AD 4 Occipital 
Ctx 

17.2 

10.5 

Control 2 Hippo 

61.1 

47.0 

AD 5 Occipital 
Ctx 

15.1 

55.5 

Control 4 Hippo 

4.1 

3.8 

AD 6 Occipital 
Ctx 

69.3 

14.1 
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I 

Control (Path) 3 
Hippo 

3.7 

. ... .... 

3.3 

Control 1 
Occipital Ctx 

1.2 

0.8 

AD 1 Temporal 
jCtx 

6.1 

4.7 

Control 2 
Occipital Ctx 

S8.3 

84.7 

AD 2 Temporal 
Ctx 

27.0 

23.8 

Control 3 
Occipital Ctx 

16.2 

13.4 

AD 3 Temporal 
Ctx 

3.1 

2.6 

Control 4 
Occipital Ctx 

2.3 

2.3 

AD 4 Temporal 
Ctx 

14.4 

. n „ {control (Path) 1 
1U ' J Occipital Ctx 

92.7 

7j.7 

AD 5 Inf 
Temporal Ctx 

r "■ - ' " 

66.9 

71.2 

Control fPatM 2 

\-/ \J 1 1 II \J I \ I dill / A# 

Occipital Ctx 

C /I 

5.4 

7.0 

AD 5 

SupTemporal 
Ctx 

36.1 

32.3 

Control (Path) 3 
Occipital Ctx 

i.i 

0.4 

AD 6 Inf 
Temporal Ctx 

25.7 

25.3 

Control (Path) 4 
Occipital Ctx 

14.1 

10.6 

AD 6 Sup 
Temporal Ctx 

\ 

27.4 122.5 

j 

Control 1 
Parietal Ctx 

3.9 

2.2 

Control 1 
Temporal Ctx 

4.5 

r 

3.9 

Control 2 
Parietal Ctx 

15.8 

19.2 

Control 2 . 
Temporal Ctx 

52.9 

42.0 

Control 3 
Parietal Ctx 

17.4 

14.9 

Control 3 
Temporal Ctx 

14.8 

11.4 

Control (Path) 1 
Parietal Ctx 

99.3 

92.7 

Control 4 
Temporal Ctx 

4.9 

4.4 

Control (Path) 2 
Parietal Ctx 

23.7 

16.0 

Control (Path) 1 
Temporal Ctx 

69.3 

57.8 

Control (Path) 3 
Parietal Ctx 

2.1 

2.7 

Control (Path) 2 
Temporal Ctx 

33.0 

23.7 

Control (Path) 4 
Parietal Ctx 

58.2 

29.5 


Table BBF . General_screening_panel_v1 .4 


Tissue Name 

Rel 

Exp.(%) 
Agl477> 
Run 

213323518 

Re]. 

Exp.(%) 
Ag4105, 
Run 

212714156 

Tissue Name 

Rel. Exp.(%) 
Agl477, Run 
213323518 

Rel. Exp.(%) 
Ag4105, Run 
212714156 

Adipose 

0.2 

u 

Renal ca. TK-10 

0.0 

0.0 
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Melanoma* 
Hs638(A).T 

0.0 

0.0 

i 

Bladder {0.6 

i 

0.3 

• i 

Melanoma* L 0 
Hs688(B).T i U ! 

0.0 

Gastric ca. (liver 
met.) NCI-N87 

0.0 

0.0 

....... i 

Melanoma* M14 

0.0 

0.0 

Gastric ca. KATO 
ill 

0.0 

0.0 

Melanoma* 
LOXIMVI 

0.0 

0.0 

Colon ca. SW-948 

0.0 

0.0 

Melanoma* SK- 
MEL-5 

0.0 

0.0 

Colon ca. SW480 

0.0 

0.0 

j 

Squamous cell q 

carcinoma SCC-4 j 

0.0 

Colon ca * (SW480|, „ 
met) SW620 j 

0.0 

Testis Pool <0.2 

0.1 

Colon ca. HT29 jo.O 

0.0 

Prostate ca.* (bone L n 
met) PC-3 

0.0 

Colon ca. HCT-116 

0.0 

0.0 

Prostate Pool =0.2 

0.1 

Colon ca. CaCo-2 

0.0 

0.0 

Placenta jO.O 

0.0 

Colon cancer tissue 

0.0 

0.0 

1 1 
Uterus Pool 10.0 :0.0 

Colon ca. SW1116 

0.0 

0.0 

Ovarian ca. 
OVCAR-3 



0.0 

0.0 

Colon ca. Colo-205 

0.0 

0.0 

Ovarian ca. SK-OV- 
3 

6.5 

0.0 

Colon ca. SW-48 

0.0 

0.0 

Ovarian ca. 
OVCAR-4 

0.0 

0.0 

Colon Pool 

0.1 

0.0 

Ovarian ca. 
OVCAR-5 

0.0 

0.0 

Small Intestine 
Pool 

0.4 

0.2 

Ovarian ca. IGROV- 
1 

0.0 

0.0 

Stomach Pool 

6.0 

0.1 

Ovarian ca, 
OVCAR-8 

0.0 

0.0 

Bone Marrow Pool 

0.1 

0.1 

Ovary 

0.1 

0.1 

Fetal Heart 

0.1 

0.0 

Breast ca. MCF-7 

0.0 

0.0 

Heart Pool 

0.1 

0.0 

Breast ca. MDA- 
MB-231 

0.0 

0.0 

Lymph Node Pool 

0.3 

0.1 

Breast ca. BT 549 

0.0 

0.0 

Fetal Skeletal 
Muscle 

0.2 

0.0 

Breastca. T47D 

0.0 

0.1 

Skeletal Muscle 
Pool 

0.0 

0.0 
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i 

iBreastca. MDA-N ;0.0 

0.0 jspieen Pool 

0.1 

0.1 

i i 
;Breast Pool jO.O 

0.1 (Thymus Pool 

0.2 

0.2 

'Trachea 

i 

i 

0.2 

CNS cancer 
0.3 (glio/astro) U87- 
jMG 

0.0 

0.0 

i 

i 

jLung 

i ^_ 

0.0 

0.0 

CNS cancer 
(glio/astro) U-118- 
MG 

1.2 

1.0 

I 

IFetal Lung 
i 

0.6 

0.3 

CNS cancer 
(neuro;met) SK-N- 
AS 

! 

0.0 

1 

0.0 

! 

1 imo pa NCI-N41 7 

jLAIlli^Ld. JNV_/I"1N'T 1 / 

70 1 

JKJ.l 

11.4 

CNS cancer (astro) L n 
SF-539 V 

0.0 

jLung ca. LX-1 

0.0 

0.0 

j 

CNS cancer (astro) L . 
SNB-75 r* J 

0.1 

! 

J 

iLvUllk^vd. IN I -J 1 I 


18.3 

CNS cancer (glio) L n 

snb-19 r u 

0.0 

r - - * - - 

'Luna ra SHP-77 

0 0 

4.3 

CNS cancer (glio) L A 
SF-295 j U 

0.0 

\\ nncr ra A ^40 
strung la. aJ47 

i 

0 0 
0.0 

0.0 

Brain (Amygdala) L. 0 
Pool ; 

9.3 

jLung ca.NCI-H526 

11.0 

4.3 

Brain (cerebellum) |87.1 

54.3 

jLung ca.NCI-H23 : 

1.3 

0.7 

Brain (fetal) jlOO.O 

100.0 

Lungca.NCI-H460 

0.2 

0.1 

Brain 

(Hippocampus) 
Pool 

28.9 

25.5 

Lung ca. HOP-62 j 

0.0 

0.0 

Cerebral Cortex 
Pool 

40.9 

ICQ 

Lungca.NCI-H522 

0.0 

0.0 

Brain (Substantia 
nigra) Pool 

29.3 

12.1 

Liver 

0.0 

0.0 

Brain (Thalamus) 
Pool 

37.9 

14.7 

Fetal Liver 

0.1 

0.2 

Brain (whole) 

43.5 

26.4 

Liver ca. HepG2 

0.0 

0.0 

Spinal Cord Pool 

7.5 

4.0 

Kidney Pool 

0.1 

0.0 

Adrenal Gland 

4.3 

1.5 

Fetal Kidney jo.1 

0.0 

Pituitary gland 
Pool 

2.9 

2.9 

Renal ca. 786-0 jO.O 

0.0 

Salivary Gland 

0.2 

0.1 
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Renal ca. A498 
jRenal ca. ACHN 

0.0 
0.0 

0.0 
0.0 

i 

Thyroid (female) jO.1 

Pancreatic ca. 1 A n 
CAPAN2 j 00 

0.2 
0.0 

' - i 

jRenal ca.UO-31 jO.O 

0.0 

Pancreas Pool !0.6 

0.2 


Table BBG. Panel 3D 


r 

Tissue Name 

i 

U«l Pvn 

Agl477, Run 
215538905 

|Rel. Exp.(%) 

Tissue Name |Agl477, Run 

1215538905 

jDaoy- Medulloblastoma 

0.0 

Ca Ski- Cervical epidermoid { Q Q 
carcinoma (metastasis) | 

j 

fTE671- Medulloblastoma 

0.0 

ES-2- Ovarian clear cell 
carcinoma 

0.0 

D283 Med- 
Medulloblastoma 

0.0 

Ramos- Stimulated with ^ q 
PMA/ionomycin 6h : 

PFSK-1- Primitive 
Neuroectodermal 


Ramos- Stimulated with 
PMA/ionomycin 14h 

0.0 

XF-498- CNS 

i 

0.7 

MEG-01- Chronic j 
myelogenous leukemia jO.O 
(megokaryoblast) 

jsNB-7S- Glioma 

0.0 

Raji-Burkitt's lymphoma jO.O 

SF-26S- Glioblastoma 

0.0 

Daudi- Burkitt's lymphoma 

0.0 

T98G- Glioblastoma 

0.0 

U266- B-cell plasmacytoma 

0.0 

SK-N-SH- Neuroblastoma 
(metastasis) 

3.8 

CA46- Burkitt's lymphoma 

0.0 

SF-295- Glioblastoma 

0.0 

RL- non-Hodgkin's B-cell 
lymphoma 

0.0 

Cerebellum 

34.6 

JM1- pre-B-cell lymphoma 

0.0 

Cerebellum 

50.7 

Jurkat- T cell leukemia 

0.0 

NCI-H292- 
Mucoepidermoid lung 
carcinoma 

0.3 

TF-1- Erythroleukemia 

0.0 

DMS-1I4- Small cell lung 
cancer 

0.6 

HUT 78- T-cell lymphoma 

0.0 

DMS-79- Small cell lung 
cancer 

100.0 

U937- Histiocytic lymphoma 

0.0 

NC1-H146- Small cell lung 
cancer 

61.1 

KU-812- Myelogenous 
leukemia 

0.0 
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NC1-H526- Small cell lung 
cancer 

49.0 

769-P- Clear cell renal \ QQ 
carcinoma i 

NCI-N417- Small cell lung 
cancer 

78.5 

Caki-2- Clear cell renal \^ ^ 
carcinoma | 

NCI-H82- Small cell lung 
cancer 


SWS39- Clear cell renal \ 
carcinoma 

U.U 

NCI-H157- Squamous cell 
lung cancer (metastasis) 


U4ul- Wilms tumor 

U.U 

NC1-H1155- Large cell 
lung cancer 

1 K R 
1 o.o 

Hs766T- Pancreatic 
carcinoma (LN metastasis) 

U.U 

Xlf^l 141000 1 a vae* r&\\ 

lung cancer 

0.0 

CAPAN-1- Pancreatic 
adenocarcinoma (liver 
metastasis) 

0.0 

NCI-H727- Lung carcinoid 

1.7 

SU86.86- Pancreatic 
carcinoma (liver metastasis) 

0.0 

NCI-UMC-ll-Lung 
; carcinoid 

0.0 

BxPC-3- Pancreatic 
adenocarcinoma 

0.0 

LX-1- Small cell lung 
cancer 

0.0 

HPAC- Pancreatic 
adenocarcinoma 

0.0 

[Colo-205- Colon cancer 

0.0 

MIA PaCa-2- Pancreatic 
carcinoma 

0.0 

r 

jl<M12- Colon cancer 

0.1 

CFPAC-1- Pancreatic ductal 
adenocarcinoma 

0.0 

KM20L2- Colon cancer 

0.0 

PANC-1- Pancreatic 
epithelioid ductal carcinoma 

0.0 

NCI-H716- Colon cancer 

0.0 

T24- Bladder carcinma 
(transitional cell) 

0.0 

SW-48- Colon 
adenocarcinoma 

0.0 

5637- Bladder carcinoma 

0.0 

SW1I16- Colon 
adenocarcinoma • 

0.0 

HT-1 197- Bladder carcinoma 

0.0 

LS 174T- Colon 
adenocarcinoma 

0.0 

UM-UC-3- Bladder carcinma 
(transitional cell) 

0.0 

SW-948- Colon 
adenocarcinoma 

0.0 

A204- Rhabdomyosarcoma 

0.0 

SW-4S0- Colon 
adenocarcinoma 

0.0 

HT-1 080- Fibrosarcoma 

0.0 

NCI-SNU-5- Gastric 
carcinoma 

0.0 

MG-63- Osteosarcoma 

0.0 
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KATO 111- Gastric 
carcinoma 

0.0 

SK-LMS-1- Leiomyosarcoma |q q 
(vulva) 

NC1-SNU-16- Gastric 
;carcinoma 

0.0 

SJRH30- Rhabdomyosarcoma j 
(met to bone marrow) 

0.0 

i — 

NCI-SNU-1- Gastric 
carcinoma 

0.0 

A431- Epidermoid carcinoma 

0.0 

RF-1- Gastric 
adenocarcinoma 

0.2 

1 

WM266-4- Melanoma 

0.0 

RF-48- Gastric 
adenocarcinoma 

0.0 

DU 145- Prostate carcinoma 
(brain metastasis) 

0.0 

MKN-45- Gastric 
carcinoma 

2.7 

MDA-MB-468- Breast 
adenocarcinoma 

0.0 

I 

NCI-N87- Gastric 
carcinoma 

0.0 

SCC-4- Squamous cell 
carcinoma of tongue 

0.0 


OVCAR-5- Ovarian 
carcinoma 

0.0 

SCC-9- Squamous cell 
carcinoma of tongue 


0.0 


RL95-2- Uterine carcinoma 

0.0 

SCC-15- Squamous cell 
carcinoma of tongue 

0.0 


HelaS3- Cervical 
adenocarcinoma 


0.0 

CAL 27- Squamous cell 
carcinoma of tongue 

0.0 


Table BBH. Panel 4. ID 






j 

Tissue Name 

Rel. 

Exp.(%) 
Agl477, 
Run 

200923970 

Rel. 

Exp.(%) 
Ag4105, 
Run 

175180105 

! 

Tissue Name j 

Rel. 

Exp.(%) 
Agl477 t 
Run 

200923970 

Rel. 

Exp.(%) 
Ag4105, 
Run 

175180105 

Secondary Thl act 

0.0 

0.0 

HUVECIL-lbeta 

0.0 

0.0 

Secondary Th2 act 

0.0 

0.0 

HUVEC 1FN gamma 

0.0 

0.0 

Secondary Trl act 

4.5 

0.0 

HUVEC TNF alpha + j 
IFN gamma _ ; 

0.0 

0.0 

Secondary Thl rest 

0.0 

0.0 

HUVEC TNF alpha + 
IL4 

0.0 

0.0 

Secondary Th2 rest 

3.3 

0.0 

HUVEC IL-11 

0.0 

0.9 

Secondary Trl rest 

0.0 

0.0 

Lung Microvascular 
EC none 

0.0 

7.0 

Primary Thl act 

0.0 

0.0 

Lung Microvascular 
EC TNFalpha + IL- 
Ibeta 

0.0 

0.0 
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— — » — 

1 
1 

Primary Th2 act jO.O 

Pi A 

Microvascular Dermal i 
EC none j 

1 1 

0.0 10.0 

1 

■ - • ■ j 
Primary Trl act j 

1.5 

0.0 

Microsvasular Dermal j 
EC TNFalpha +IL- 
lbeta 

1 

0.0 

0.0 

I 

Primary Thl rest ,0.0 

U.U 

Bronchial epithelium 
TNFalpha + lLlbeta 

0.0 

0.0 

! 

Primary Th2 rest ;0.0 

I 

A A 

0.0 

Small airway 
epithelium none 

0.0 

0.0 

i 

Primary Trl rest jO.O 

i 

0.0 

Small airway 
epithelium TNFalpha 
+ IL-lbeta 

0.0 

0.0 

CD45RA CD4 
lymphocyte act 

0.0 

4.0 

Coronery artery SMC 
rest 

0.0 

0.0 

CD45RO CD4 \ 
lymphocyte act ] 

0.0 

0.0 

Coronery artery SMC 
TNFalpha + IL-1 beta 

0.0 

0.0 

CDS lymphocyte act ;0.0 

3.9 

Astrocytes rest 

4.1 

0.0 

Secondary CDS 
lymphocyte rest 

0.0 

1 A 

1 A 

Astrocytes TNFalpha 
+ 1L-Ibeta 

0.0 

0.0 

Secondary CDS 
lymphocyte act 

0.0 

0.0 

KU-S 12 (Basophil) 
rest 

0.0 

0.0 

CD4 lymphocyte 
none 

5.6 

2.6 

KU-8 12 (Basophil) 
PMA/ionomycin 

0.0 

0.0 

2ry 

Thl/Th2/Trl anti- 
CD95CH11 

2.6 

1.4 

(Keratinocytes) none 

0.0 

0.0 

LAK cells rest 

0.0 

2.8 

CCD1106 
(Keratinocytes) 
TNFalpha + IL-1 beta 

0.0 

0.0 

LAK cells IL-2 

4.1 

1.1 

Liver cirrhosis 

0.0 

0.0 

LAK cells IL-2+1L- 
12 

0.0 

0.0 

NCI-H292 none 

0.0 

0.0 

LAK cells IL-2+1FN 
gamma 

0.0 

0.0 

NCI-H292 IL-4 

0.0 

0.0 

LAK cells IL-2+ IL- 
18 

0.0 

0.0 

NCI-H292 IL-9 

0.0 

0.0 

LAK cells 
PMA/ionomycin 

0.0 

0.0 

NCI-H292IL-13 

0.0 

0.0 

NK Cells IL-2 rest 

11.7 

0.0 

NCI-H292 IFN 
gamma 

0.0 

0.0 
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Two Way MLR 3 j 4 ? 
day i 

0.0 

1 I 
HPAEC none jO.O j 

; i 

0.0 

A A 

u.o 

Two Way MLR 5 ; A rt 
day ] 

0.0 

HPAEC TNF alpha + \ QQ 
IL-1 beta j ' 

Two Way MLR 7 j Q Q 
day j' 

0.0 

' j 

Lung fibroblast none jO.O 

0.0 

PBMC rest |26.8 

8.5 

Lung fibroblast TNF ! 
alpha + 1L-1 beta 

0.0 

0.0 

PBMC PWM jo.O 

0.0 

Lung fibroblast IL-4 

0.0 

0.0 

PBMC PHA-L .0.0 

0.0 

Lung fibroblast IL-9 

7.2 

0.0 

Ramos (B cell) none jO.O 

0.0 

Lung TioroDiasi j 

n o 

2.2 

Ramos (B cell) 
ionomycin 

0.0 

0.0 

Lung fibroblast IFN 
gamma 

0.0 

0.0 

B lymphocytes PWM 

0.0 

0.0 

uermai uorooidsi 
CCD1070 rest 

0.0 

0.6 

B lymphocytes 
CD40L and IL-4 

0.0 

0.0 

Derma! fibroblast 
CCD1070 TNF alpha 

0.0 

0.0 

EOL-1 dbcAMP 

0.0 

0.0 

Dermal fibroblast 
CCD 1070 IL-1 beta , 

0.0 

0.0 

EOL-1 dbcAMP 
PMA/ionomycin 

0.0 

0.0 

Dermal fibroblast IFN 
gamma 

3.5 

> 

0.0 

Dendritic cells none 

35.1 

11.5 

Dermal fibroblast IL-4 

0.0 

0.0 

Dendritic cells LPS 

9.4 

2.3 

Dermal Fibroblasts 
rest 

1.6 

0.0 

Dendritic cells anti- 
CD40 

24.5 

14.1 

Neutrophils 
TNFa+LPS 

7.5 

0.0 

Monocytes rest 

93.3 

37.6 

Neutrophils rest 

3.8 

3.1 

Monocytes LPS 

5.6 

2.5 

Colon 

17.6 

5.8 

Macrophages rest 

0.0 

0.0 

Lung 

1.2 

4.5 

Macrophages LPS 

1.7 

0.0 

Thymus 

49.3 

13.8 

HUVEC none 

0.0 

0.0 

Kidney 

100.0 

100.0 

HUVEC starved 

0.0 

0.0 




Table BBI . Panel CNSJ.1 



Rel. Exp.(%) 


Rel. Exp.(%) 

Tissue Name 

Agl477, Run 

Tissue Name 

Agl477, Run 
204172546 


204172546 
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1 ' 

;Cing Gyr Depression^ ]<■ 

\2 ]bA!7PSP2 

3.6 

!CingGyr Depression : 

13 1 

3A17 PSP 

11.1 

king Gyr PSP2 Jl.3 

BA17 Huntington's2 


Icing Gyr PSP : 

2.9 

BA17 Huntington's 

n 7 

i 

jCingGyr 
|Huntington's2 

\A 

BA 1 7 Parkinson's2 

13.5 

jCing Gyr Huntington's \ 

27.5 

BA17 Parkinson's 

7.7 

i 

} CingGyr Parkinson's2 

10.4 

BA17 Alzheimer's2 

1.7 

< 

jCingGyr Parkinson's 

9.8 

BA17Control2 

j .j 

jcing Gyr Alzheimer's2 

3.4 

BA 17 Control 

lv.U 

]Cing Gyr Alzheimer's 

— ] 

9.6 |BA9 Depression2 


jCingGyr Control2 

19.8 

BA9 Depression 

2.2 

|Cing Gyr Control 

24.1 |BA9 PSP2 

2.6 

Hemp Pole 

|Depression2 1 

2.4 

BA9 PSP 

5.1 

;Temp Pole PSP2 

2.9 

BA9 Huntington's2 

2.0 

\ 4 
(Temp Pole PSP 

0.9 

BA9 Huntington's 

16.0 

Temp Pole 
Huntington's 

13.6 

BA9 Parkinson's2 

33.2 

Temp Pole 
Parkinson's2 

9.4 

BA9 Parkinson's 

10.2 

Temp Pole Parkinson's 

7.2 

BA9 Alzheimer's2 

3.6 

Temp Pole 
Alzheimer's2 

1.3 

BA9 Alzheimer's 

1.1 

Temp Pole Alzheimer's 

2.2 

BA9 Control 

100 0 

Temp Pole Control2 

15.8 

BA9 Control 

8.7 

Temp Pole Control 

6.2 

BA7 Depression 

3.6 

Glob Palladus 
Depression 

O.S 

BA7 PSP2 

7.8 

Glob Palladus PSP2 

1.5 

BA7 PSP 

19.3 

Glob Palladus PSP 

0.5 

BA7 Huntington's2 

7.6 

Glob Palladus 
Parkinson's2 

0.8 

BA7 Huntington's 

13.1 
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'Glob Palladus 
Parkinson's 

13.4 

BA7 Parkinson's2 

16.8 

...... 

!Glob Palladus 
.Alzheimer's2 

1.3 

BA7 Parkinson's 

2.7 

; 

.Glob Palladus 
^Alzheimer's 

3.1 

BA7 Alzheimer's2 

1.3 

:Glob Palladus Conuoiz 

1 o 


14.4 

.Glob Palladus Control 

1 A 

1.0 

DA 7 f^nntrnl 


;Sub Nigra Depression/ 

1.5 

DA** L-'epi cssionz 


jSub Nigra Depression 

0.8 

BA4 Depression 

6.8 

jSub Nigra PSP2 

1.2 

BA4 PSP2 

15.1 

jSub Nigra 
iHuntington's2 

10.6 

BA4 PSP 

4.6 

jSub Nigra Huntington's 

I J.I 



j 

:ouu iNigia rairvjiiovyii oz- 

12.5 

|BA4 Huntington's 

21.6 

! 

jSub Nigra 
jAlzheimer's2 

2.0 

jBA4 Parkinson's2 

40.3 

jSub Nigra Control2 

9.0 

!bA4 Parkinson's 

17.1 

jSub Nigra Control 

8.4 

jBA4 Alzheimer's2 

2.0 

jBAI7 Depression2 

6.7 

]BA4 Control2 

26.4 

|BA17 Depression 

2.0 

1BA4 Control 

12.5 


Table BBJ . general oncology screening panel_v_2.4 


Tissue Name 

Rel. Exp.(%) 
Agl477, Run 
259733191 

Tissue Name 

Rel. Exp.(%) 
Agl477,Run 
259733191 

Colon cancer 1 

2.8 

Bladder NAT 2 

0.0 

Colon NAT 1 

12.6 

Bladder NAT 3 

0.0 

Colon cancer 2 

10.9 

Bladder NAT 4 

1.4 

Colon NAT 2 

0.0 

Prostate 

adenocarcinoma 1 

100.0 

Colon cancer 3 

0.0 

Prostate 

adenocarcinoma 2 

4.9 

Colon NAT 3 

30.6 

Prostate 

adenocarcinoma 3 

17.7 
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Colon malignant cancer j Q Q j 
4 1 ' \ 

Prostate J 0 Q 
adenocarcinoma 4 ] 

Colon NAT 4 jl.3 

Prostate NAT 5 ls.2 

Lung cancer 1 

5.8 

Prostate j 7 Q 
adenocarcinoma 6 \ 

Lung NAT 1 

0.0 

Prostate j 9 g 
adenocarcinoma 7 i~" 

Lune cancer 2 

42.0 

Prostate 

adenocarcinoma 8 
" 

5.6 

Lung NAT 2 

0.0 

* 

Prostate 1 
adenocarcinoma 9 

48.6 

Squamous eel! 
carcinoma 3 

Lung NAT 3 

0.0 

Prostate NAT 10 

0.0 

0.0 

Kidney cancer 1 lo.O 

JrVletastatic melanoma 1 

5.3 

Kidney NAT 1 ;6.1 

j 

jMelanoma 2 

2.1 jKidney cancer 2 ^9.7 

Melanoma 3 

0.9 kidney NAT 2 !o.O 

Metastatic melanoma 4 

11,8 jKidney cancer 3 Jt.8 

■ ■ ■■ j 

Metastatic melanoma 5 

- - - — j i 
17.7 kidney NAT 3 jO.O 

Bladder cancer 1 

1.3 

Kidney cancer 4 jO.O 

J • . L • 

Bladder NAT 1 

0.0 

jKidney NAT 4 0.0 

Bladder cancer 2 

0.0 

i 


AI_comprehensive panel^vl.O Summary: Ag4105 Highest expression in an 
sample from OA bone (CT=31 .4). Low to moderate levels of expression of this gene are 
detected in samples derived from osteoarthritic (OA) bone and adjacent bone as well as OA 
cartilage and OA synovium. Low level expression is also detected in cartilage, bone, and 


5 synovial fluid samples from rheumatoid arthritis patients. Low level expression is also 
detected in samples derived from normal lung samples, COPD lung, emphysema, allergy, 
Crohn's disease (normal matched control and diseased), and ulcerative colitis (normal 
matched control and diseased). Therefore, therapeutic modulation of this gene product may 
ameliorate symptoms/conditions associated with autoimmune and inflammatory disorders 

10 including psoriasis, allergy, asthma, inflammatory bowel disease, rheumatoid arthritis and 
osteoarthritis. 
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Ardais Panel v.1.0 Summary: Agl477 Highest expression of this gene is seen in 
normal lung tissue adjacent to a tumor (CT=3 1 .6). In addition, this gene is expressed at low 
but significant levels in both lung tumor and normal tissue. The expression in normal 
adjacent tissue is however, higher compared to the tumor tissue. Therefore, therapeutic 
5 modulation of this gene or its protein product may be useful in the treatment of lung cancer 

CNS_neurodegeneration_vl.O Summary: Agl477/Ag4105 Two experiments 
with the same probe and primer set produce results that are in excellent agreement. This 
panel confirms expression of this gene at high levels in the brain, with highest expression 
detected in the hippocampus of an Alzheimer's patient (CTs=25-26). In addition, this gene 
10 appears to be slightly down-regulated in the temporal cortex of Alzheimer's disease patients. 
Therefore, up-regulation of this gene or its protein product, or treatment with specific 
agonists for this receptor may be of use in reversing the dementia, memory loss, and 
neuronal death associated with this disease. 

Genera1_screening_panel_vl.4 Summary: Agl477/Ag4105 Two experiments 
1 5 with the same probe and primer set produce results that are in excellent agreement. Highest 
expression of this gene is detected in the fetal brain (CT=25-26). In addition, high to 
moderate levels of expression of this gene are seen in all regions of the CNS examined, 
including the hippocampus, thalamus, substantia nigra, amygdala, cerebellum and cerebral 
cortex. Therefore, therapeutic modulation of the expression or function of this gene may be 
20 useful in the treatment of neurological disorders, such as Alzheimer's disease, Parkinson's 
disease, schizophrenia, multiple sclerosis, stroke and epilepsy. 

In addition, this gene is expressed in a cluster of cell line samples derived from lung 
cancer. This gene is homologous to seizure-related gene 6, a gene clearly involved in lung 
tumorogenesis. The genetic data from Nishioka et al. point to its genomic region as being 

25 involved in lung tumors. While the region itself is often deleted, the expression indicates 
that the deleted regions might be regulatory region(s) that normally repress the expression 
of this gene in lung tumor cells. Therefore, targeting this gene with a human monoclonal 
antibody that results in an inhibition of the activity of this protein, preferably as it relates to 
its apoptotic/survival activity in tumor cells, specifically lung tumor cells, may have a 

30 therapeutic effect on all solid tumor that depend on its activity, preferably on lung tumors. 

References: 
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1 . Nishioka M. Oncogene 2000 Dec 1 4; 1 9(54):625 1 -60 

2. Shimizu-Nishikawa K. Biochem Biophys Res Commun 1995 Nov 2;216(l):382-9 

Panel 3D Summary: Ag1477 Expression in this panel is consistent with expression 
in Panel 1 .4, with expression detected in samples derived from cerebellum and lung cancer 
5 cell lines only. 

Panel 4.1D Summary: Agl477/Ag4105 Two experiments with the same probe and 
primer set produce results that are in excellent agreement. Highest expression is seen in the 
kidney, with moderate to low levels of expression seen in resting monocytes, and dendritic 
cells. The transcript is more highly expressed in resting monocytes and dendritic cells than 

10 in treated cells of these types. Thus, the protein encoded by this transcript may be important 
in monocytic and dendritic cell differentiation and activation. Therefore, regulating the 
expression of this transcript or the function of the protein it encodes may alter the types and 
levels of monocytic cells regulated by cytokine and chemokine production and T cell 
activation. Therapeutics designed with the protein encoded by this transcript could therefore 

1 5 be important for the treatment of asthma, emphysema, inflammatory bowel disease, arthritis 
and psoriasis. 

Panel 5D Summary: Agl477 Expression of this gene is low/undetectable in all 
samples on this panel (CTs>35). 

Panel CNS_1.1 Summary: Agl477 This panel confirms the expression of this 
20 gene at moderate levels in the brain. See Panels 1 .4 and CNS_neurodegeneration_vl .0 for 
discussion of this gene in the central nervous system. 

general oncology screening panel_v_2.4 Summary: Agl477 Highest expression 
of this gene is seen in prostate cancer (CT=33). Low but significant levels of expression are 
also seen in a lung cancer and normal colon. Hence the product of this gene can be used as a 
25 marker and therapeutic modulation may lead to treatment of cancer. 

BC. CG97012-03: SEIZURE 6 PRECURSOR PROTEIN-LIKE 
PROTEIN. 

Expression of gene CG970 12-03 was assessed using the primer-probe set Ag6660, 
described in Table BCA. Results of the RTQ-PCR runs are shown in Tables BCB and BCC. 

30 Table BCA . Probe Name Ag6660 
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! - " """ 

Primers jSequences 

j 

Length jStart Position 

SEQ ID No 

Forward 

5 ' -tatgacatcgtggggagtga- 
3 ' 

20 
23 

1159 
1183 

777 
778 

Probe 

TET- 5 1 - 

ctcacctgccagtgggacctcag- 
3 ' -TAMRA 

Reverse 

5 * -gactcctccgttttctcacaa- 
3 1 

21 

1227 

779 


Table BCB . CNS_neurodegeneration_vl.O 


Tissue Name 

" 1 

ReL Exp.(%) 
Ag6660, Run 
276247136 

Tissue Name 

, — * 

Rpl F\n (%\ 

Ag6660, Run 
276247136 

AD 1 Hippo 

14.8 

Control (Path) 3 
Temporal Ctx 

2.0 

AD 2 Hippo 

31.0 

Control (Path) 4 
Temporal Ctx 

26.4 

AD 3 Hippo 

0.0 

AD 1 Occipital Ctx 

3.3 

AD 4 Hippo 

8.2 

AD 2 Occipital Ctx 
(Missing) 

0.0 

AD 5 Hippo 

63.3 

AD 3 Occipital Ctx 

2.9 

AD 6 Hippo 166.0 

AD 4 Occipital Ctx 

11.7 

Control 2 Hippo 

76.3 

AD 5 Occipital Ctx 

47.6 

Control 4 Hippo 

3.9 

AD 6 Occipital Ctx 

11.9 

Control (Path) 3 Hippo 

2.2 

Control 1 Occipital Ctx 

0.8 

AD 1 Temporal Ctx ^ 
AD 2 Temporal Ctx 

2.7 

Control 2 Occipital Ctx 

71.2 

20.0 

Control 3 Occipital Ctx 

8.7 

AD 3 Temporal Ctx 

2.7 

Control 4 Occipital Ctx 

0.0 

AD 4 Temporal Ctx 

11.8 

Control (Path) 1 
Occipital Ctx 

100.0 

ADS Inf Temporal Ctx 

83.5 

Control (Path) 2 
Occipital Ctx 

9.3 

AD 5 Sup Temporal 
Ctx 

53.6 

Control (Path) 3 
Occipital Ctx 

1.4 

AD 6 Inf Temporal Ctx 

29.5 

Control (Path) 4 
Occipital Ctx 

10.9 

i «— ■ — ■ >,, — , - k - f 
JaD 6 Sup Temporal 
|Ctx 

31.0 

Control I Parietal Ctx 

1.8 


801 


WO 2003/023008 


PCT/US2002/028596 


! ' ~? 

Control 1 Temporal CtxjO.4 

Control 2 Parietal Ctx 

22.8 j 

Control 2 Temporal Ctxl47.3 

Control 3 Parietal Ctx 

13.9 

1 "" " i 
Control 3 Temporal Ctx|8.2 

Control (Path) 1 
Parietal Ctx 

87.1 

-...-j. i 

i 

Control 3 Temporal Ctxj4.4 

i 

Control (Path) 2 
Parietal Ctx 

17.3 

Control (Path) 1 
Temporal Ctx 

80.1 

Control (Path) 3 
Parietal Ctx 

1.4 

Control (Path) 2 
Temporal Ctx 

32.8 

Control (Path) 4 
Parietal Ctx 

48.3 


Table BCC . General_screening_panel_vl.6 


Tissue Name 

Rel. Exp.(%) 
AgoooO, Run 
277258095 

i issue rNanie 

Re!. Exp.(%) 

Acr£££n Run 

277258095 

Adipose 

0.0 

Renal ca. TIC- 10 

0.0 

Melanoma* Hs688(A).T 

0.0 

Bladder 

0.1 

Melanoma* Hs688(B).T i 

0.0 

Gastric ca. (liver met.) 
NCI-No/ 

0.0 

Melanoma* Ml 4 

0.0 

Gastric ca. KATO III 

0.0 

«— . 

Melanoma* LOX1MV1 

0.0 

Colon ca. SW-948 

0.0 

Melanoma* SK-MEL-5 

0.0 

Colon ca. SW480 

0.0 

Squamous cell carcinoma 
SCC-4 

0.0 

Colon ca.* (SW480 met) 
SW620 

0.0 ; 

Testis Pool 

0.0 

Colon ca. HT29 

0.0 

Prostate ca.* (bone met) 
PC-3 

o.o ; 

Colon ca. HCT-116 

0.0 

Prostate Pool 

0.0 

Colon ca. CaCo-2 

0.0 

Placenta 

0.0 

Colon cancer tissue 

0.0 

Uterus Pool 

0.0 

Colon ca. SW1116 

0.0 

Ovarian ca. OVCAR-3 

0.0 

Colon ca. Colo-205 

0.0 

Ovarian ca. SK-OV-3 

0.0 

Colon ca. SW-48 

0.0 

Ovarian ca. OVCAR-4 

0.0 

Colon Pool 

0.0 

Ovarian ca. OVCAR-5 

0.0 

Small Intestine Pool 

0.0 

Ovarian ca. IGROV-1 

0.0 

jstomach Pool 

0.0 
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Ovarian ca. OVCAR-8 

0.0 

Bone Marrow Pool 

0.0 

Ovary j 

0.0 

Fetal Heart 

0.0 

Breast ca. MCF-7 

0.0 

Heart Pool 

0.0 

Breast ca. MUA-iviii-zJ I 

U.U 

Lymph Node Pool 

0.0 

Breast ca. BT 549 

0.0 | 

Fetal Skeletal Muscle 

0.0 

Breast ca. T47D 

0.0 

Skeletal Muscle Pool 

0.0 

'Breast ca MDA-N 

0.0 

Spleen Pool 10.2 

•Breast Pool 

0.0 

Thymus Pool 

0.1 

Trachea 

0.0 

CNS cancer (glio/astro) 
U87-MG 

0.0 

Lung 

0.0 

CNS cancer (glio/astro) 
U-I18-MG 

1.0 

jFetal Lung 
I 

0.0 

CNS cancer (neuro;met) 
SK-N-AS 

0.0 

!Lungca.NCI-N4I7 

12.2 

CNS cancer (astro) SF- 
539 

0.0 

iLung ca. LX-1 

i .. 

0.0 

CNS cancer (astro) SNB- 

0.0 

1 ' 
iLungca. NCI-HI 46 

/ 

18.7 

CN<s cancer Mio'l SNB- 
19 

0.0 

Lung ca. SHP-77 

A 7 
V. 1 

CNS cancer (glio) SF-295 

0.0 

■ 

Lung ca. A549 

0.0 

Brain (Amygdala) Pool 

31.6 

Lung ca. NCI-H526 

4.9 

Brain (cerebellum) 

99.3 

Lungca.NCl-H23 

0.0 

Brain (fetal) 

100.0 

Lung ca. NCI-H460 

0.0 

Brain (Hippocampus) 
Pool 

39.2 

Lung ca. rlUr-OZ 


Cerebral Cortex Pool 

53.6 

Lungca. NCI-H522 

0.0 

Brain (Substantia nigra) 
Pool 

21.0 

Liver 

0.0 

Brain (Thalamus) Pool 

73.2 

Fetal Liver 

0.0 

Brain (whole) 

67.4 

Liver ca. HepG2 

0.0 

Spinal Cord Pool 

3.6 

Kidney Pool 

0.0 

Adrenal Gland 

1.0 

Fetal Kidney 

0.0 

Pituitary gland Pool 

1.6 
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'Renal ca. 786-0 

0.0 

jSalivary Gland 

- 

0.0 

[Renal ca. A498 

0.2 

[Thyroid (female) 

0.0 

(Renal ca. ACHN 

0.0 

jPancreatic ca. CAPAN2 

0.0 

[llenalca. UO-31 1 

! — 

0.0 

Jpancreas Pool 

0.0 


CNS_neurodegeneration_vl.0 Summary: Ag6660 This panel confirms the 
expression of this gene at low levels in the brains of an independent group of individuals. 
However, no differential expression of this gene was detected between Alzheimer's diseased 
postmortem brains and those of non-demented controls in this experiment. See Panel 1.6 for 


5 a discussion of this gene in treatment of central nervous system disorders. 

General_screening_panel_vL6 Summary: Ag6660 Highest expression of this 
gene is detected in fetal brain and cerebellum (CTs=28.8). In addition, moderate levels of 
expression of this gene is mainly seen in all the regions of central nervous system including 
amygdala, hippocampus, substantia nigra, thalamus, cerebellum, cerebral cortex, and spinal 

10 cord. This gene codes for a variant of Seizure related gene 6 like (SEZ-6/SEZ6L). The 
expression pattern of this gene is similar to the the one reported in mouse (Shimizu- 
Nishikawa et al, 1995, Brain Res Mol Brain Res 28:201-10, PMID: 7723619 ; Biochem 
Biophys Res Commun 216(1):382-9, PMID: 74881 16). Therefore, therapeutic modulation 
of this gene product may be useful in the treatment of central nervous system disorders such 

15 as Alzheimer's disease, Parkinson's disease, epilepsy, multiple sclerosis, schizophrenia and 
depression. 

Moderate levels of expression of this gene is also seen in three of the lung cancer 
cell lines. Furthermore, genetic and/or epigenetic SEZ6L alterations are involved in the 
development and/or progression in a subset of lung cancer (Nishioka et ah, 2000, Oncogene 
20 19(54):6251-60, PMID: 1 1 175339). Therefore, therapeutic modulation of this gene product 
through the use of antibodies or small molecule targe may be useful in the treatment of lung 
cancer. 

Panel 4.1D Summary: Ag6660 Expression of this gene is low/undetectable (CTs > 
35) across all of the samples on this panel (data not shown). 

25 BD. CG99754-01 : RIKEN-Iike protein 
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Expression of gene CG99754-01 was assessed using the primer-probe sets Gpcr07 
and Ag07Gpcr, described in Tables BDA and BDB. Results of the RTQ-PCR runs are 
shown in Tables BDC, BDD, BDE, BDF and BDG. 


Table BDA . Probe Name Gpcr07 


Primers jsequences 

! 

Length 1 

Start 
Position 

511 

SEQ ID No 

780 

iForward \s • -ctggaggttggcgacaatg-3 » 

19 

r — \ 

Probe 

TET- 5 1 - 

cctcgtctacatctctcaccgcgcc- 
3 • -TAMRA 

25 

531 

781 

Reverse 

5 1 -ctgctccaggctgttgagg-3 * 

19 

564 

782 

Table BDB. Probe Name Ag07Gpcr 

;Primers jSequences 

.u ! start 

Len 8 th jposition 

SEQ ID No 

[Forward 

5 ' -ctggaggttggcgacaatg-3 » 

19 1511 

783 

— — 

Probe 

TET-5 1 - 

cctcgtctacatctctcaccgcgcc- 
3 1 -TAMRA 

1 

25 |531 

1 

784 

Reverse 

5 ' -ctgctccaggctgttgagg-3 1 

19 1564 

785 


Table BDC . CNS_neurodegeneration_yl .0, 


1 ; 

1 : 
tissue Name 

Rel.Exp.(%) 

Ag07Gpcr, 

Run 

206989718 

Rel. Exp.(%) 
Gpcr07, Run 
224996509 

Tissue Name 

Rel. Exp.(%) 

Ag07Gpcr, 

Run 

206989718 

Rel. Exp.(%) 
Gpcr07, Run 
224996509 

AD 1 Hippo 

26.2 

8.5 

Control (Path) 3 
Temporal Ctx 

2.0 

5.6 

AD 2 Hippo 

64.2 

30.4 

Control (Path) 4 
Temporal Ctx 

42.9 

41.2 

AD 3 Hippo 

3.5 

9.4 

AD 1 Occipital 
Ctx 

14.3 

15.6 

AD 4 Hippo 

11.3 

8.2 

AD 2 Occipital 
Ctx (Missing) 

0.0 

0.0 

AD 5 hippo 

59.9 

78.5 

AD 3 Occipital 
Ctx 

3.6 

5.0 

AD 6 Hippo 

81.2 

40.9 

AD 4 Occipital 
Ctx 

23.S 

18.8 
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J -i 

Control 2 Hippo |53.2 

39.5 

AD 5 Occipital 
Ctx 

28.5; 

16.8 

I ] '" 
Control 4 Hippo {11.2 

6.0 

AD 6 Occipital 
Ctx 

57.0 

57.0 

IControl (Path) 3 ] 3 3 
jHippo { '• 

4.5 

Control 1 
Occipital Ctx 

0.0 

4.6 

AD 1 Temporal ! J7? 

CtX i 

11.7 

Control 2 
Occipital Ctx 

46.0 

68.8 

AD 2 Temporal ^ 0 
Ctx ] 

~ 0 . Control 3 

(Occipital Ctx 

21.5 

18.8 

AD 3 Temporal j. _ 
Ctx 1 

7.7 

Control 4 
Occipital Ctx 

3.4 

6.2 

AD 4 Temporal j 

ctx : 

2S.3 
95.3 

1 © *7 

lb.7 

Control (Path) 1 ; 
Occipital Ctx 

94.0 

100.0 

AD 5 Inf 
Temporal Ctx ! 

OO.V 

Control (Path) 2 
Occipital Ctx 

19.S 

10.9 

AD 5 r 

SupTemporal .53.6 
Ctx | 

47.3 

Control (Pathl 3 
Occipital Ctx 

1.3 

3.8 

AD 6 Inf L g 
Temporal Ctx ] 

36.6 
-~ - 

37.6 

Control (Path) 4 
Occipital Ctx 

28.9 

19.1 

AD 6 Sup ; 7S 5 
Temporal Ctx j 

Control 1 
Parietal Ctx 

7.5 

6.6 

- 

Control 1 
Temporal Ctx 

5.3 

7.2 

Control 2 
Parietal Ctx 

42.3 

42.3 

Control 2 
Temporal Ctx 

61.1 

56.3 

Control 3 
Parietal Ctx 

19.1 

14.0 

Control 3 
Temporal Ctx 

28.1 

18.6 

Control (Path) 1 
Parietal Ctx 

80.7 

97.9 

Control 4 
Temporal Ctx 

15.1 

9.6 

Control (Path) 2 
Parietal Ctx 

30.6 

27.4 

Control (Path) 1 
Temporal Ctx 

100.0 

85.9 

Control (Path) 3 
Parietal Ctx 

2.0 

4.0 

Control (Path) 2 
Temporal Ctx 

57.4 

43.2 

Control (Path) 4 
Parietal Ctx 

48.3 

46.7 


Table BDD . Panel 1 



Rel. Exp.(%) 


Rel. Exp.(%) 

Tissue Name 

Gpcr07, Run 

Tissue Name 

Gpcr07, Run 


109664812 


109664812 
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Endothelial cells 

0.0 

i 

Renal ca. 786-0 jO.O 

Endothelial cells (treated) 


Renal ca. A498 [o.3 

Pancreas 

1.3 

Renal ca. RXF 393 {0-0 

Panrr^Atir pa CAPAN 9 

0.0 

Renal ca. ACHN 

U.U 

j , . ,. 

Arlrpn^l crlanH 
] /-\UiCllai glaiiu 

1.7 

Renal ca. UO-31 

0.0 
0.0 

ThvmiH 

1.3 

Renal ca. TIC- 10 

Co 1 i\/c»fv/ rr 1 q 

oalivdiy glaiiu 

3.0 

Liver 

2.1 

i 

Pituitary gland 

2.5 ;Liver (fetal) 

3.8 

Brain (fetal) 

52.5 

Liver ca. (hepatoblast) 
HepG2 

0.0 

Brain (whole) 

46.3 

Lung 

0.0 

Brain (amygdala) 

83.5 

Lung (fetal) 

0.7 

Brain (cerebellum) 

19.1 

Lung ca. (small cell) LX-I 

0.0 

Brain (hippocampus) 

100.0 

Lung ca. (small cell) NCI- 
H69 

3.7 

Brain (substantia nigra) 

43.5 

Lung ca. (s.cell var.) SHP- 
77 

0.2 

Brain (thalamus) 

_ 0 , Lung ca. (large cell)NCI- 
{H460 

2.1 

Brain (hypothalamus) 

0.7 

Lung ca. (non-sm. cell) 
A549 

4.2 

Spinal cord 

7.5 . 

Lung ca. (non-s.cell) NCI- 
H23 

6 8 

glio/astro U87-MG 

0.0 

Lung ca. (non-s.cell) 
HOP-62 

0.1 

glio/astro U-l lo-MU 

0.0 

Lung ca. (non-sxl) NCI- 
H522 

3.8 

astrocytoma awl 783 

0.0 

Lung ca. (squam.) SW 
900 

0.3 

neuro*; metSK-N-AS 

0.1 

Lung ca. (squam.) NCI- 
H596 

1.6 

astrocytoma SF-539 

o.s 

Mammary gland 

6.4 

astrocytoma SNB-75 

0.0 

Breast ca.* (pl.ef) MCF-7 

1.3 

glioma SNB-19 

1.5 

Breast ca.* (pl.ef) MDA- 
MB-231 

0.0 

glioma U25I 

0.2 

Breast ca.* (pi. e0 T47D 

2.6 
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r — | 
glioma SF-295 |0.0 

Breast ca. BT-549 

0.0 
1.3 

'Heart 

5.3 

Breast ca. MDA-N 

Skeletal muscle 

2.0 

Ovary 

5.6 

iBone marrow 

0.7 jOvarian ca. OVCAR-3 

6.2 

jThymus 

i 

0.5 [Ovarian ca. OVCAR-4 

0.3 

'Spleen 

3.4 jOvarian ca. OVCAR-5 

1.1 

r 

Lymph node 

0.6 

Ovarian ca. OVCAR-8 
Ovarian ca. IGROV-1 

S.O 

,v_oion ^ascenaingj 

1.6 

2.1 

jstomach 

1.3 

Ovarian ca. (ascites) SK- 
OV-3 

0 1 

i 

iSmall intestine 

— — — — . — - — , — 
2.2 jllterus 

2.2 

jL-oion id. owhou 

0.5 

Placenta 

2.8 

)Pnlr»n pa * <\W670 

i(SW480 met) 

j 

0.1 jProstate 


jColon ca. HT29 

[prostate ca.* (bone met) 
0.3 : pc _ 3 

0.0 

Colon ca. HCT-116 

11.3 

Testis 

6.3 


0.7 

Melanoma Hs688(A).T 

0.0 

Colon ca. HCT-15 

0.0 

Melanoma* (met) 
Hs6S8(B).T 

u. I 

Colon ca. HCC-2998 

0.4 

Melanoma UACC-62 

9.8 

Gastric ca. * (liver met) 
NC1-N87 

0.4 

Melanoma Ml 4 

3.3 

Bladder 

2.7 

Melanoma LOX IMVI 

0.0 

Trachea 

1.5 

Melanoma* (met) SK- 
MEL-5 

4.2 

Kidney 

2.9 

Melanoma SK-MEL-28 

2.9 

Kidney (fetal) 

51.8 




Table BDE . Panel 1.2 


Tissue Name 

Rel. Exp.(%) 
Gpcr07, Run 
124273559 

Rel. Exp.(%) 
Gpcr07, Run • 
126539429 

Tissue Name 

Rel. 

Exp.(%) 
Gpcr07, 
Run 

124273559 

Rel. 

Exp.(%) 
Gpcr07, 
Run 

126539429 

Endothelial cells 

0.0 

0.1 

Renal ca. 786-0 

0.0 

0.0 
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ncai l ^rciaiy 

2.S ! 

2.S 1 

Renal ca. A498 j( 

).0 

1 — 
[0.1 


33 

3.9 

Renal ca. RXF 393 j< 

).0 

io.o 

Pancreatic ca. 

3.0 

3.0 

Renal ca. ACKN '( 

I 

3.0 

i 

;< 

t 

i 

).0 

Adrenal Gland 

1 7 

1 5 

Renal ca. UO-3I [0.0 

jo.o 

I nyioid 

u.z 

0 1 
J. 1 

Renal ca. TK- 10 io.O 

io.o 

j _ _ , 

Salivary gland 

1.3 

1.0 

Liver b.7 

10.6 

Pituitary gland 

0.4 

0.6 

Liver (fetal) 

1.3 

i 

1.0 

Brain (fetal) 

17.2 

28.1 

r 

1 

Liver ca. 

(hepatoblast) HepG2 

0.0 


0.0 

Brain (whole) 

34.9 

39.2 

Lung 

0.1 

0.1 

Brain (amygdala) 

40.6 

29.7 

Lung (fetal) 

0.6 

0.8 

Brain (cerebellum) 

5.3 

9.9 

Lung ca. (small cell) 
LX-1 

0.0 

0.1 

Brain (hippocampus) 

45.7 

51.1 

Lung ca. (small cell) 
NCI-H69 

0.7 

0.5 

Brain (thalamus) 

10.4 

15.8 

Lung ca. (s.cell var.) 
SHP-77 

o.t 

0.1 

Cerebral Cortex 

100.0 

100.0 

Lung ca. (large 
cell)NCI-H460 

0.8 

0.5 

Spinal cord 

3.S 

3.1 

Lung ca. (non-sm. 

2.0 

1.0 

glio/astro U87-MG 

0.0 

0.0 

Lung ca. (non-s.cell) 
NCI-H23 

1.7 

0.9 

glio/astro U-118-MG 

0.0 

0.0 

Lung ca. (non-s.cell) 
HOP-62 

0.0 

0.0 

astrocytoma 
SW1783 

0.0 

0.0 

Lung ca. (non-sxl) 
NCI-H522 

1.4 

1.5 

neuro*; met SK-N- 
AS 

0.0 

0.0 

Lung ca. (squam.) 
SW 900 

0.1 

0.1 

astrocytoma SF-539 

0.2 

0.2 

Lung ca. (squam.) 
NCI-H596 

0.4 

0.5 : 

astrocytoma SNB-75 

0.0 

0.0 

Mammary gland 

0.8 

1.3 

glioma SNB-19 

0.4 

0.3 

Breast ca.* (pl.ef) 
MCF-7 

0.2 

0.2 

glioma U25 1 

0.0 

0.1 

Breast ca.* (pl.ef) 
MDA-MB-231 

io.o 

0.0 
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glioma SF-295 

0.0 

0.0 

Breast ca.* (pi. ef) 
T47D 

0.3 

0.6 

" 

Heart 

2.8 

1.6 

Breast ca. BT-549 , 

0.0 

0.0 

Skeletal Muscle 

0.6 

0.6 

Breast ca. MDA-N 

0.3 



0.2 

Bone marrow 

0.1 

0.1 

Ovary 

2.5 


Thymus 

0.1 

o.i ! 

Ovarian ca. 
OVCAR-3 

0.9 

1.1 

. .... i 

Spleen 

0.5 

0.6 

Ovarian ca. 
OVCAR-4 

0.2 

0.1 

Lymph node 

0.4 

0.3 

Ovarian ca. 
OVCAR-5 

0.4 

0.4 

Colorectal Tissue 

0.4 

0.3 

Ovarian ca. 
OVCAR-8 

0.6 

0.7 

Stomach 


f\ Q 

Ovarian ca. IGROV- 
1 


n ^ 

Small intestine 

1 7 

1 .j 

Ovarian ca. (ascites) : 
SK-OV-3 


n. i 

Colon ca. SW4S0 

O.l 

0.1 

Uterus 

1.1 

i.i 

Colon ca.* SW620 
(SW480 met) 

A t 

0. 1 

0.1 

Placenta 


i i 

Colon ca.HT29 

0.0 

0.0 

Prostate 

0.7 

0.4 

Colon ca. HCT-116 

2.7 

2.6 

Prostate ca.* (bone 
met) PC-3 

0.0 

0.0 

Colon ca. CaCo-2 

0.2 

0.2 

Testis 

1.4 

1.7 

Colon ca. Tissue 
(OD03866) 

0.4 

0.3 

Melanoma 
Hs688(A).T 

0.0 

0.0 

Colon ca. HCC-2998 

0.1 

0.1 

Melanoma* (met) 
Hs688(B).T 

0.0 

0.0 

Gastric ca.* (liver- 
met) NCI-N87 

0.2 

0.2 

Melanoma UACC- 
62 

3.0 \ 

3.3 

Bladder 

0.9 

1.0 

Melanoma Ml 4 

0.4 

0.7 

Trachea 

0.5 

0.4 

Melanoma LOX 
IMVI 

0.0 

0.0 

Kidney 

0.9 

1.4 

Melanoma* (met) 
SK-MEL-5 

1.0 

0.9 

Kidney (fetal) 

3.9 

3.6 
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llteL Exp.(%) j iRel. Exp.(%) 
Tissue Name lAg07Gpcr, Run iTissueName |Ag07Gpcr, Run 
f 1181981925 i U81981925 

Secondary Thl act So.O IHUVEC IL-lbeta |4.6 

Secondary Th2 act jO.O IHUVEC 1FN gamma |3.l 

| , IHUVEC TNF alpha + IFN L n 
Secondary Trl act | gamma » 00 

Secondary Thl rest j 

D.O IHUVEC TNF alpha + IL4 |2.1 

Secondary Tn2 rest 

0.0 jHUVECIL-11 jl.9 

Secondary Trl rest 

0.0 

Lung Microvascular EC none ] 

31.9 

Primary Thl act 

0.0 

Lung Microvascular EC 
TNFa1pha + IL-lbeta 

7 1 

— .... ... ^ 

i 

Primary Th2 act | 

i 

0.0 

Microvascular Dermal EC 
none 

S7 0 

Primary Trl act 

— 

2.0 

Microsvasular Dermal EC j 
TNFalpha+ IL-lbeta 


Primary Thl rest 

[Bronchial epithelium 
15 jTNFalpha+ILlbeta ^ 

0.0 

. ... 

Primary Th2 rest 

0.0 jSmall airway epithelium none 

1.7 

Primary Trl rest 

I _ 

0.0 

Small airway epithelium 
TNFalpha + 1L-1 beta 

1.7 

CD45RA CD4 
'lymphocyte act 

1.1 

Coronery artery SMC rest 

0.0 

CD45RO CD4 
lymphocyte act 

, — . 
0.0 

Coronery artery SMC 
TNFalpha + IL-lbeta 

0.9 

CDS lymphocyte act 

0.0 

Astrocytes rest 

1.2 

Secondary CD8 
lymphocyte rest 

0.0 

Astrocytes TNFalpha + IL- 
Ibeta 

6.4 

Secondary CDS 
lymphocyte act 

1.0 

KU-8 12 (Basophil) rest 

0.0 

CD4 lymphocyte none 

0.0 

KU-8 12 (Basophil) 
PMA/ionomycin 

2.0 

2ryThl/Th2/Trl anti- 
CD95 CH11 

0.0 

CCD 1106 (Keratinocytes) 
none 

0.7 

LAK cells rest 

6.7 

CCD 1106 (Keratinocytes) 
TNFalpha + IL-lbeta 

0.9 

LAK cells 1L-2 |<>.0 

Liver cirrhosis 

9.4 
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LAK cells IL-2+IL-12 ' 

0.0 !NCI-H292 none jl.l 

ILAK cells IL-2+IFN 

[gamma 

0.1 |1 

NC1-H292 IL-4 jo.9 

|LAKcells!L-2+lL-18 | 

0.0 [ 

NCI-H292 IL-9 jo.9 

!LAK cells j 
jPMA/ionomycin j 

1.1 

NCI-H292 1L-13 

1.9 

|NK Cells 1L-2 rest j 

0.0 

NCI-H292 1FN gamma 

0.9 

jTwo Way MLR 3 day 

0.0 

HPAEC none 

0.0 

Two Way MLR 5 day 

0 0 

HPAEC TNF alpha + IL-I j 
beta | 

0.0 

Two Way MLR 7 day 

2.4 ! 

"■ ' j 

Lung fibroblast none 

0.0 

PBMC rest 

0.0 

Lung TiDroDiasi iiNraipna^ 
IL-1 beta 

1.7 

j — 

PBMC PWM 

0.0 

Lung iiDroDiasi il-h 

i i 

jPBMC PHA-L 

A A 

0.0 

Lung riDioDiasi il-v 

n n 

IPamnc r*pll\ nnnp 
jrvalllUo \lj ucii^ uuuc 

0.0 

Lung iiDioDiast il-ij 

£..\I 

iRamos (B cell) ionomycin 

0.0 

Lung iiDiODiasi lriN gamma 


!B lymphocytes PWM 

i 

\ 

0.2 

jjeimai IiDiODiasi ia*lhu iv 
rest 

4.8 

R l\/mnhnr\/tpc 

d lyiTipnocyicb v/L/hul 
andlL-4 

0.0 

Dermal fibroblast CCD1070 
TNF alpha 

1.0 

EOL-1 dbcAMP 

0 0 

Dermal fibroblast CCD1070 
IL-1 beta 

0.0 

EOL-1 dbcAMP 
PMA/ionomycin 

1.7 

Dermal fibroblast 1FN 
gamma 

0.0 

Dendritic cells none 

35.6 

Dermal fibroblast IL-4 

1.8 

Dendritic cells LPS 

30.6 

Dermal Fibroblasts rest 

1.8 

Dendritic cells anti-CD40 

31.0 

Neutrophils TNFa+LPS 

2.2 

Monocytes rest 

0.0 

Neutrophils rest 

0.7 

Monocytes LPS 

4.2 

Colon 

8.5 

Macrophages rest 

28.3 

Lung 

100.0 

. Macrophages LPS 

1.3 

Thymus 

11.2 

HUVEC none 

0.0 

Kidney 

77.4 

HUVEC starved 

3.3 
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Table BDG . Panel CNSJ 


' ' t 

j |Re!. Exp.(%) 
Tissue Name |Gpcr07, Run 
: 1182328460 

Tissue Name j 

i 

Rel. Exp.(%) 
Gpcr07, Run 
182328460 

iBA4 Control J 
|bA4 Control2 | 

30.8 

BA 1 7 PSP bs.S _ 

70.2 

BA17PSP2 

11.2 

! j 

|BA4 Alzheimer's2 j 

7.1 

Sub Nigra Control 

11.3 

]BA4 Parkinson's 

23.8 

Sub Nigra Control 

2.4 

!bA4 Parkinson's2 

49.7 

Sub Nigra 

Alzheimer's2 1 

5.2 

r" " " 

|BA4 Huntington's ; 

21.3 

Sub Nigra Parkinson's2 

11.7 

BA4 Huntington^ jl7.0 

Sub Nigra Huntington's 

16.5 

\ 

BA4PSP j 10.1 

Sub Nigra 
Huntington's2 

6.2 

|BA4PSP2 (38.4 

Sub Nigra PSP2 

2.8 

•BA4 Depression |34.2 

Sub Nigra Depression 

4.0 

|BA4 Depression2 jl0.4 

Sub Nigra Depression2 

3.8 

|bA7 Control |33.0 

Glob Palladus Control 

3.0 

BA7 Control i30.4 

VJIOD rduaULib ^/(JilUUix 

U.J 

BA7 Alzheimer's2 {9.0 

VJlOO rdllaOlio 

Alzheimer's 

5.2 

BA7 Parkinson's 

11.7 

Glob Palladus 
Aizneimei sz 

4.6 

BA7 Parkinson's2 

17.2 

Glob Palladus 
Parkinson's 

32.8 

BA7 Huntington's 

36.3 

Glob Palladus 
Parkinson's2 

4.3 

BA7 Huntington's2 

21.8 

Glob Palladus PSP 

2.4 

BA7 PSP 

35.8 

Glob Palladus PSP2 

5.7 

BA7 PSP2 

23.7 

Glob Palladus 
Depression 

3.7 

BA7 Depression 

10.4 

Temp Pole Control 

21 .6 j 

BA9 Control 

29.3 

Temp Pole Control2 

81.2 

|bA9 Control 

100.0 

Temp Pole Alzheimer's 

6.4 
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BA9 Alzheimer's j 

iTemp Pole 
7,1 (Alzheimer^ 


BA9 Alzheimer's2 

20.3 

Temp Pole Parkinson's 

29.5 

BA9 Parkinson's 

36.6 

Temp Pole 
Parkinson's2 


BA9 Parkinson's2 

39.8 

i 

Temp Pole 
Huntington's 

33.0 

BA9 Huntington's 

40.1 |Temp Pole PSP^ 

7 1 

BA9 Huntington's2 >. 

17.3 [Temp Pole PSP2 

10 4 

BA9 PSP 

1 

19.9 

Temp Pole 
Depression2 

12.1 

BA9 PSP2 

8.4 

Cing Gyr Control 

49.0 

BA9 Depression 

15.9 jcing Gyr Control2 

76.3 

BA9 Depression2 

12.9 |cing Gyr Alzheimer's 

16.8 

BA17 Control 

40.1 Icing Gyr Alzheimer's? 

17.1 

BA17 Control/ 

77.4 jcing Gyr Parkinson's 

23.5 

BA17 Alzheimei s2 

1 1 .9 jcing Gyr Parkinson's2 

17.7 

R A 1 7 Parkinson's 

29.3 jCing Gyr Huntington's 

40.6 

BA17Parkinson's2 

26.4 

Cing Gyr 
Huntington's2 

12.2 

BA 17 Huntington's 

21.8 

Cing Gyr PSP 

11.8 

BA17Huntington's2 

18.8 

Cing Gyr PSP2 

6.3 

BA 17 Depression 

15.5 

Cing Gyr Depression 

12.5 

BA17Depression2 

28.5 

Cing Gyr Depression2 

15.2 


CNS_neurodegeneration_vl.O Summary: Ag07Gpcr/ Gpcr07 Two runs with the 
same probe and primer set produce results that are in excellent agreement. This profile 
confirms the expression of this gene at moderate levels in the brain. This gene appears to be 
slightly down-regulated in the temporal cortex of Alzheimer's disease patients. Therefore, 


5 up-regulation of this gene or its protein product, or treatment with specific agonists for this 
receptor may be of use in reversing the dementia, memory loss, and neuronal death 
associated with this disease. 

Panel 1 Summary: Gpcr07 Highest expression of this gene is seen in the 
hippocampus (CT=23), with high levels of detection seen in all regions of the CNS 
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examined. This gene encodes a leucine-rich repeat protein. Leucine rich repeats (LRR) 
mediate reversible protein-protein interactions and have diverse cellular functions, including 
cellular adhesion and signaling. Several of these proteins, such as connectin, slit, chaoptin, 
and Toll have pivotal roles in neuronal development in Drosophila and may play significant 

5 but distinct roles in neural development and in the adult nervous system of humans (Ref. 1). 
In Drosophilia, the LRR region of axon guidance proteins has been shown to be critical for 
their function (especially in axon repulsion). Since the leucine-rich-repeat protein encoded 
by this gene shows high expression in the cerebral cortex, it is an excellent candidate 
neuronal guidance protein for axons, dendrites and/or growth cones in general. Therefore, 

10 therapeutic modulation of the levels of this protein, or possible signaling via this protein, 
may be of utility in enhancing/directing compensatory synaptogenesis and fiber growth in 
the CNS in response to neuronal death (stroke, head trauma), axon lesion (spinal cord 
injury), or neurodegeneration (Alzheimer's, Parkinson's, Huntington's, vascular dementia or 
any neurodegenerative disease). 

1 5 Moderate to high levels of expression are also seen in cell lines derived from kidney, 

breast, colon, melanoma, ovarian cancer, lung cancer, and brain cancer. Therefore, 
therapeutic modulation of the expression or function of this gene product may be effective 
in the treatment of these cancers. 

Among metabolically relevant tissues, this gene expression is seen in skeletal 
20 muscle, thyroid, pancreas, adrenal, heart, adult and fetal liver, and pituitary gland. This 
observation suggests that therapeutic modulation may aid the treatment of metabolic 
diseases such as obesity and diabetes as well as neuroendocrine disorders. Glycoprotein 
hormones influence the development and function of the ovary, testis and thyroid by 
binding to specific high-affinity receptors. The extracellular domains of these receptors are 
25 members of the leucine-rich repeat (LRR) protein superfamily and are responsible for the 
high-affinity binding. 

In addition, this gene is expressed at much higher levels in fetal kidney tissue 
(CT=24) when compared to expression in the adult counterpart (CT=28). Thus, expression 
of this gene may be used to differentiate between the fetal and adult source of this tissue. 

30 References: 
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1. Jiang X., Dreano M., Buckler D.R., Cheng S., Ythier A., Wu H., Hendrickson 
W.A., el Tayar N. (1995) Structure 3: 1341-1353. 

2. Battye R., Stevens A., Perry R.L., Jacobs J.R. (2001) J. Neurosci. 21 : 4290-4298. 

3. Itoh A., Miyabayashi T., Ohno ML, Sakano S. 1998 Brain Res. Mol. Brain Res. 
5 62:175-186. 

Panel 1.2 Summary: Ag07Gpcr /Gpcr07 Two runs with the same probe and primer 
set produce results that are in excellent agreement. Highest expression of this gene is seen in 
the cerebral cortex (CTs=2l-22). High levels of expression are seen throughout the CNS, 
consistent with Panel I. 

10 Panel 4.1D Summary: Ag07Gpcr Highest expression of this gene is seen in the 

lung (CT=29.5). Moderate expression is also seen in the kidney, treated and untreated lung 
and microvascular dermal endothelial cells, treated and untreated dendritic cells, and 
macrophages. Therefore, therapeutic modulation of this gene may be used for the treatment 
of autoimmune and inflammatory diseases such as asthma, allergies, inflammatory bowel 

1 5 disease, lupus erythematosus, psoriasis, rheumatoid arthritis, and osteoarthritis. 

Panel CNS_1 Summary: Gpcr07 This panel confirms the expression of this gene 
at high levels in the brain. See Panels 1 and CNSjieurodegenerationjvl.O for discussion of 
this gene in the central nervous system. 

BE. CG99777-02: CD30 LIGAND-LIKE PROTEIN. 

20 Expression of gene CG99777-02 was assessed using the primer-probe sets Ag6623, 

Ag6747 and Ag6919, described in Tables BEA, BEB and BEC. Results of the RTQ-PCR 
runs are shown in Tables BED, BEE and BEF. Note that CG99777-02 represents a full- 
length physical clone. 


Table BEA . Probe Name Ag6623 


Primers 

Sequences 

Length 

Start 
Position 

SEQ ID No 

Forward 

5 ' -agaaagcgcctctctaccatac- 
3 ' 

22 

745 

786 

Probe 

TET-5 1 - 

tatttcatccctccaaacacttgggc 
-3 ' -TAMRA 

26 

769 

787 
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Reverse 

i 

|5'- 

igaggagaatccttcttggtctaaa- 
|3 ' 

24 

i 

[S06 

! 

~ — - 

788 

Table BEB. Probe Name A&6747 






Primers 

\ 
i 

Sequences 

Length 

Start 
Position 


SEQ ID No 

Forward 

i 

;5 ' -aaaggagtggcaaagcatct-3 ' 

20 

320 

1789 

Probe 

Itet-s* - 

icatggagaatgccatctttgttccaa 
1-3' -TAMRA 

26 

358 


790 

Reverse 

|5 ' -ccagattcccatcctgatatc- 
:3 ' 

i 21 

! 

j390 


791 


Table BEC . Probe Name Ag6919 


Primers 

Sequences 

Length 


Start 
Position 

SEQ ID 
No 

Forward 

5 * - cctcaaaggagtggcaaagc-3 ' 

20 


3J6 

792 

Probe 

TET- 5 1 - 

caaaaccaagttgtcttggaacaaagatggcat 
tctcc-3 ' -TAMRA 

38 


343 

793 

Reverse 

5' -ccagattcccatcctgatatctga-3 1 

24 

bs7 

«... — - 

794 


Table BED . AI_comprehensive panel_vl.O 


• - < "~ " ' ■ 

|Rel. Exp.(%) 
Tissue Name Ag6919, Run 
1308380234 

Tissue Name 

Rel. Exp.(%) 
Ag6919, Run 
308380234 

110967 COPD-F 

6.9 

112427 Match Control 
Psoriasis-F 

10.0 

110980 COPD-F 

9.0 

1 12418 Psoriasis-M 

3.5 

110968 COPD-M 

7.0 

112723 Match Control 
Psoriasis-M 

2.7 

110977 COPD-M 

13.0 

112419 Psoriasis-M 

8.8 

110989 Emphysema-F 

7.8 

112424 Match Control 
Psoriasis-M 

3.3 

110992 Emphysema-F 

4.5 

112420 Psoriasis-M 

17.9 

110993 Emphysema-F 

3.4 

112425 Match Control 
Psoriasis-M 

9.6 

110994 Emphysema-F 

2.6 

104689 (MF) OA Bone- 
Backus 

50.3 
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1 

1 10995 Emphysema-F J' 

" " j 

7.1 i 

i 

l04ovU (Mr) Adj 
'Normal" Bone-Backus 

27.9 

; ; 
1 10996 Emphysema-F ; 

1.3 

104691 (Mr) UA 
Synovium-Backus 

47.3 

110997 Asthma-M I 

i . - 

3.3 

1 04692 (BA) OA 
Cartilage-Backus 

0.0 

jl 1 1001 Asthma-F ■ 

i .. ■ 

11.3 

104694 (BA) OA Bone- 
Backus 

32.8 

j 

|lll002Asthma-F j 

i 

9.9 

10469:> (BA) Adj 
"Normal" Bone-Backus 

27.2 

111003 Atopic Asthma-! 
F 

8.8 

)04o9b (BA)OA 
Synovium-Backus 

82.4 

111004 Atopic Asthma-! 
|F a 

8.0 

1 04700 (SS) OA Bone- 
Backus 

30.6 

111005 Atopic Asthma- 
F 


104701 (SS) Adj 
"Normal" Bone-Backus 

40.9 

1 11006 Atopic Asthma- 
F 

0.8 

104702 (SS) OA 
Synovium-Backus 

66.4 

1 « t J iq Alt - - . K A 

111417 Allergy-M 

A A 

4.4 

1 17093 OA Cartilage 
Rep7 

6.3 

112347 Allergy-M 

0.0 

112672 OA BoneS 

11.0 

, — ... — . —- L --- - - 
112349 Normal Lung-F 

0.0 

112673 OA Synoviums 

5.8 

112357 Normal Lung-F 

6.7 

112674 OA Synovial 
Fluid cellsS 

5.1 

112354 Normal Lung- 
M 


117100 OA Cartilage 
Repl4 

2.8 

112374 Crohns-F 

4.7 

112756 0ABone9 

3.2 

112389 Match Control 
Crohns-F 

8.2 

112757 OA Synovium9 

2.3 

112375 Crohns-F 

3.3 

1 12758 OA Synovial 
Fluid Cells9 

6.8 

112732 Match Control 
Crohns-F 

50.0 

1 17125 RA Cartilage 
Rep2 

7.1 

112725 Crohns-M 

1.9 

113492 Bone2 RA 

16.5 

112387 Match Control 
Crohns-M 

3.7 

113493 Synovium2RA 

5.3 

112378 Crohns-M 

0.2 

113494 Syn Fluid Cells 
RA 

6.0 
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112390 Match Control L 
Crohns-M j 1 

113499 CartiIage4RA 

9.9 

1 12726 Crohns-M \\2.6 

M3500Bone4RA 

5.5 

1 12731 Match Control : 
Crohns-M j 

113501 Synovium4 RA 1.5.8 

i 

112380 Ulcer Col-F 

1 12734 Match Control 
Ulcer Col-F 

2.3 

1 13502 Syn Fluid Cells4 L 9 
RA | 

100.0 

113495 Cai1ilage3RA 

7.8 

jl 12384 Ulcer Col-F |6.8 

ll 3496 Bone3 RA 

9.5 

112737 Match Control 
Ulcer Col-F 

4.0 

113497 Synovium3 RA 

7.5 

112386 Ulcer Col-F 

4.0 

113498 Syn Fluid CellsS 
RA 

11.3 

f 

112738 Match Control : Q ? 
Ulcer Col-F , 

117106 Normal Cartilage 
Rep20 

0.8 

112381 Ulcer Col-M jo.2 

113663 Bone3 Normal 

0.0 

112735 Match Control L * 
Ulcer Col-M ; 

113664 Synovium3 
Normal 

0.0 

112382 Ulcer Col-M 

7.3 

113665 Syn Fluid CeIIs3 
Normal 

0.1 

112394 Match Control 
Ulcer Col-M 

1.4 

117107 Normal Cartilage 
Rep22 

1.3 

112383 Ulcer Col-M 

4.8 

113667 Bone4 Normal 

1.8 

112736 Match Control 
Ulcer Col-M 

3.9 

113668 Synovium4 
Normal 

3.0 

112423 Psoriasis-F 

5.0 

113669 Syn Fluid Cells4 
Normal 

4.7 


Table BEE , General_screening_panel_vl .6 


Tissue Name 

Rel. Exp.(%) 
Ag6919, Run 
278388682 

Tissue Name 

Rel. Exp.(%) 
Ag6919, Run 
278388682 

Adipose 

23.7 ! 

Renal ca. TK-10 

0.0 

Melanoma* Hs68S(A).T 

0.0 

Bladder 

16.4 

Melanoma* Hs688(B).T 

0.0 

Gastric ca. (liver met.) 
NCI-N87 

0.8 

Melanoma* M14 

0.0 

Gastric ca. KATO 111 

0.0 


819 


WO 2003/023008 


PCT/US2002/028596 


Melanoma* LOX1MVI 

1.4 ;Colon ca. SW-948 

0.0 

(Melanoma* SK-MEL-5 

0.0 jCoIon ca. SW480 

0.0 

Squamous cell carcinoma 
err a 

n n Icolon ca.* (SW480 met) 
U,U ISW620 

0.0 

Testis Pool 

2.6 

Colon ca. HT29 

u.u 

Prostate ca.* (bone met) 
!PC-3 

0.0 

i 

Colon ca. HCT-116 

0.0 

(Prostate Pool 

5.2 jcolon ca. CaCo-2 

2.4 

r 

'Placenta 

5.7 

Colon cancer tissue 

15.5 

jllterus Pool 

0.0 

" 

Colon ca. SW1116 

0.0 

'ovarian ca. OVCAR-3 

0.0 

Colon ca. Colo-205 

0.0 

{ * * ■ ' 

jOvarian ca. SK-OV-3 

0.0 

Colon ca. SW-48 

0.0 

Ovarian ca. OVCAR-4 

0.0 

Colon Pool 

15.0 

Ovarian ca. OVCAR-5 

0.0 

Small Intestine Pool 

4.3 

Ovarian ca. IGROV-1 

0.0 

Stomach Pool 

5.6 

Ovarian ca. OVCAR-8 

0.0 

Bone Marrow Pool 

2.6 

jOvary 

9.9 

Fetal Heart 

1.4 

| Breast ca. MCF-7 

0.0 

Heart Pool 

2.8 

{Breast ca. MUA-ivib-zi J 

0.0 

Lymph Node Pool 


Breast ca. BT 549 

0.0 

Fetal Skeletal Muscle 

0.0 

Breast ca. T47D 

0.0 

Skeletal Muscle Poo) 

1.7 

Breast ca. MDA-N 

0.0 

Spleen Pool 

11.5 

Breast Pool 

7.3 

Thymus Pool 

46.3 

Trachea 

12.7 

CNS cancer (glio/astro) 
U87-MG 

2.2 

Lung 

0.0 

CNS cancer (glio/astro) 
U-118-MG 

0.0 

Fetal Lung 

15.5 

CNS cancer (neuro;met) 
SK-N-AS 

0.0 

Lungca. NCI-N417 

0.0 

CNS cancer (astro) SF- 
539 

0.0 

^ungca. LX-1 

0.0 

CNS cancer (astro) SNB- 
75 

0.0 
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Lungca. NCI-HI 46 

0.0 

CNS cancer (glio) SNB- 
19 

0.0 

1 nno ra 9HP-77 
LAUli^ Ca. on r - / / 

4 7 

CNS cancer (alio) SF-295 

0.0 

Lungca. A549 

0.0 

Brain (Amygdala) Pool 

2.4 

Lungca. NCI-H526 

100.0 

Brain (cerebellum) 

1.8 

Lungca. NCI-H23 

0.0 

Brain (fetal) 

0.0^ 


Lung ca. NCI-H460 

0.0 

Brain (Hippocampus) 

Pnnl 
rUUI 

" " ' ' 

1.7 


Lling ca. nvJr-OZ 

fi n 

U.U 

Ppiv»hral f nrtpv Pnnl 
v^CICUlal x^rUI ic<\ ruui 

0.0 


Lungca. NCI-H522 

0.0 

Rratn (Qi iKctantia niorcA 
Dlalii ^ouUMai tua nigiay 

Pool 

0.0 

Liver 

0.0 

Brain (Thalamus) Pool 

1.0 

jFetal Liver 

5.6 

Brain (whole) 

1.7 

jLiver ca. HepG2 

0.0 

Spinal Cord Pool 

4.3 

kidney Pool 

13.9 

Adrenal Gland 

5.2 

jFetal Kidney 

3.4 

Pituitary gland Pool 

0.0 

[Renal ca. 786-0 

0.0 

Salivary Gland 

1.8 

Renal ca. A498 

0.0 

Thyroid (female) 

0.8 

Renal ca. ACHN 

0.0 

Pancreatic ca. CAPAN2 

0.0 

Renal ca. UO-3 1 

0.0 

Pancreas Pool 

1.7 


Table BEF. Panel 4. ID 


Tissue Name 

Rel. 

Exp.(%) 
Ag6747, 
Run 

277641366 

Rel. 

Exp.(%) 
Ag6919, 
Run 

306067437 

Tissue Name 

Rel. 

Exp.(%) 
Ag6747, 
Run 

277641366 

Rel. 

Exp.(%) 
Ag6919, 
Run 

306067437 

Secondary Thl act 

8.1 

8.1 

HUVEC IL-lbeta 

0.1 

0.0 

Secondary Th2 act 

12.3 

17.6 

HUVEC I FN gamma 

0.0 

0.0 

Secondary Trl act 

3.3 

5.1 

HUVEC TNF alpha + 
IFN gamma 

0.0 

0.0 

Secondary Thl rest 

3.8 

3.4 

HUVEC TNF alpha + 
IL4 

0.0 

0.0 

Secondary Th2 rest 

4.0 

3.9 

HUVEC IL-1 1 

1.4 

0.0 
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1 

Secondary Trl rest 

i 

6.0 

1 

7.1 

Lung Microvascular 1 
EC none 

i 

0.0 

0.0 

i • ~" ' — ^ 
Primary Thl act 

47.3 

9.7 

Lung Microvascular 
EC TNFalpha + IL- 
Ibeta 

0.0 

0.0 

Primary inz act 

i 

1 AA A 

J7.J 

Microvascular Dermal 
EC none 

0.0 

0.0 

Primary Trl act 

S2.4 

100.0 

Microsvasular Dermal 
EC TNFalpha + IL- 
lbeta ! 

0.0 

0.0 

Primary Thl rest 

1 .3 

1 o 

i .J 

Bronchial epithelium <q q 
TNFalpha + 1L1 beta j ' 

0 0 

v.V/ 

rrimaiy i resi 

i £ 
1 .o 

1 7 

Small airway L n 
epithelium none j * 

0.0 

Primary Trl rest 

0.5 

0.5 

Small airway j | 
epithelium TNFalpha 0.0 
-HL-lbeta j 

0.0 

CD45RA CD4 
Ivmohocvte act 

1 j 1 1 1 LSI I w r w y lw uv v 

6.0 

6.8 

Coronery artery SMC 
rest | 

0.0 

CD45RO CD4 
Iv monocyte act 

12.4 

19.1 

Coronery artery SMC 
TNFalpha + IL- 1 beta 

0.0 

0.0 

CDS lymphocyte act 

1.3 

1.1 

Astrocytes rest 

0.0 

0.0 

Secondary CDS 
lymphocyte rest 

1 0 


Astrocytes TNFalpha 
+ IL-lbeta 

0.0 

0.0 

Secondary CDS 
lymphocyte act 

1.0 

0.4 

KU-8 12 (Basophil) 
rest 

0.0 

0.0 

CD4 lymphocyte 
none 

j. i 

2 4 

KU-S 12 (Basophil) 
PMA/ionomycin 

0.0 

0.0 

2ry 

Thl/Th2/Trl anti- 
CD95 CH11 

2.3 

3.0 

CCD 1106 

(Keratinocytes) none 

0.0 

0.0 

LAK. cells rest 

3.6 

3.3 

CCD1106 
(Keratinocytes) 
TNFalpha + IL-lbeta 

0.0 

0.0 

LAK ceils IL-2 

1.2 

1.2 

Liver cirrhosis 

0.2 

0.3 

LAK cells IL-2+IL- 
12 

0.3 

0.3 

NCI-H292 none 

0.0 

0.0 

LAK cells IL-2+IFN 
gamma 

1.8 

2.1 

NCI-H292 IL-4 

0.0 

0.0 
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LAK ceils 1L-2+ IL- 
18 ^ 

LAK cells 
PMA/ionomycin 

0.8 

i \ 
0.9 jNCI-H292 IL-9 ;0.0 jO.O 

12.9 

18.7 

NCI-H292 IL-13 jO.O '< 
1 

o.o 

NK Cells IL-2 rest 

6.4 

5.4 

NC1-H292 I FN j 
gamma j 

0.0 

0.0 

Two Way MLR 3 

{Jay 

2.1 

1.6 

HPAEC none jO.O jo.O 

Two Wav MLR 5 
day 

0.4 

0.6 

HPAECTNF alpha + : Q2 
IL-1 beta \ 

0.0 

Two Way MLR 7 
day 

0.6 

0.5 

\ | 
Lung fibroblast none jO.O jO.O 
i * 

PBMC rest 

1.1 

2.1 

i ■! 

Lung fibroblast TNF L Q L Q 
alpha + IL-1 beta j ' | ' 

PBMC PWM 

0.7 

0.3 

Lung fibroblast IL-4 ;0.0 jO.O 

PBMC PHA-L 

1.0 


Lung fibroblast IL-9 iO.O jo.O 

Ramos (B cell) none 

3.6 

4.7 

Lung fibroblast IL-13 10.0 jO.O 

Ramos (B cell) 
ionomycin 

15.4 

15.1 

Lung fibroblast IFN | Q q |q q 
gamma \ \ 

B lymphocytes PWM 

2.6 

3.0 

Dermal fibroblast L 0 L 0 
CCD1070rest 1 j 

B lymphocytes 
CD40Land IL-4 

4.8 

4.1 

Dermal fibroblast 
CCD1070 TNF alpha 

6.3 

4.6 
0.0 

EOL-1 dbcAMP 

0.0 

0.0 

Dermal fibroblast 
CCD1070 IL-1 beta 

0.0 

EOL-1 dbcAMP 
PMA/ionomycin 

0.1 

0.0 

Dermal fibroblast IFN 
gamma 

0.0 

0.0 

Dendritic cells none 

1.6 

2.7 

Dermal fibroblast IL-4 

0.0 

0.0 

Dendritic cells LPS 

1.3 

1.2 

Dermal Fibroblasts 
rest 

0.0 

0.0 

Df*ndritir cplfc anti- 

L/tnui HIV/ ^tno chili 

CD40 

1.1 

1.4 

Neutrophils 
TNFa+LPS 

3.7 

4.9 

Monocytes rest 

2.2 

3.3 

Neutrophils rest 

2.1 

3.3 

Monocytes LPS 

9.4 

9.4 

Colon 

0.1 

0.0 

Macrophages rest 

1.1 

0.3 

Lung 

0.1 

0.0 

Macrophages LPS 

0.5 

0.5 

Thymus 

1.5 

3.0 

HUVEC none 

0.0 

0.0 

Kidney 

0.1 

0.0 
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jHUVEC starved 


0.0 iO.O 


AI_comprehensive panel_vl.O Summary: Ag6919 Highest expression of this 
gene is seen in a normal tissue adjacent to ulcerative colitis (CT=29.5). This gene is widely 
expressed in this panel, with moderate levels of expression in a cluster of OA samples. 
Thus, expression of this gene could be used to differentiate between the OA samples and 
5 other samples on this panel, and as a marker of OA. Furthermore, therapeutic modulation of 
the expression or function of this gene may be useful in the treatment of OA. 

General_screening_panel_vl.6 Summary: Ag6919 Expression of this gene is 
restricted to a sample derived from a lung cancer cell line and from the thymus(CTs=33- 
34). Thus, expression of this gene could be used to differentiate between these samples and 
1 0 other samples on this panel and as a marker to detect the presence of lung cancer. 

Furthermore, therapeutic modulation of the expression or function of this gene may be 
effective in the treatment of lung cancer. 

Panel 4.1D Summary: Ag6747/Ag6919 Expression is highest in acutely activated 
T cells (CTs=25-30). This gene is expressed at higher levels during primary activation of 

1 5 Th2 and Trl cells. Thus, this gene may be important for early Th2 cell differentiation and 
Th2 related immune disorders such as asthma. This gene encodes a protein with homology 
to CD30-L, a member of the tumor necrosis factor receptor superfamily expressed on the 
surface of activated T cells. Thus based on this expression profile, therapeutics designed 
with the protein encoded by this transcript could be important in the regulation of T cell 

20 function. In addition, therapeutic regulation of the transcript or the protein encoded by the 
transcript could be important in immune modulation and in the treatment of T cell-mediated 
diseases such as asthma, arthritis, psoriasis, inflammatory bowel disease, and lupus. 

Ag6623 Expression of this gene is low/undetectable in all samples on this panel 
(CTs>35). 


25 


Example D: Identification of Single Nucleotide Polymorphisms in NOVX 
nucleic acid sequences 

Variant sequences are also included in this application. A variant sequence can 
include a single nucleotide polymorphism (SNP). A SNP can, in some instances, be 
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referred to as a "cSNP" to denote that the nucleotide sequence containing the SNP 
originates as a cDNA. A SNP can arise in several ways. For example, a SNP may be due to 
a substitution of one nucleotide for another at the polymorphic site. Such a substitution can 
be either a transition or a transversion. A SNP can also arise from a deletion of a nucleotide 

5 or an insertion of a nucleotide, relative to a reference allele. In this case, the polymorphic 
site is a site at which one allele bears a gap with respect to a particular nucleotide in another 
allele. SNPs occurring within genes may result in an alteration of the amino acid encoded 
by the gene at the position of the SNP. Intragenic SNPs may also be silent, when a codon 
including a SNP encodes the same amino acid as a result of the redundancy of the genetic 

10 code. SNPs occurring outside the region of a gene, or in an intron within a gene, do not 
result in changes in any amino acid sequence of a protein but may result in altered 
regulation of the expression pattern. Examples include alteration in temporal expression, 
physiological response regulation, cell type expression regulation, intensity of expression, 
and stability of transcribed message. 

15 SeqCalling assemblies produced by the exon linking process were selected and 

extended using the following criteria. Genomic clones having regions with 98% identity to 
all or part of the initial or extended sequence were identified by BLASTN searches using 
the relevant sequence to query human genomic databases. The genomic clones that resulted 
were selected for further analysis because this identity indicates that these clones contain the 

20 genomic locus for these SeqCalling assemblies. These sequences were analyzed for 

putative coding regions as well as for similarity to the known DNA and protein sequences. 
Programs used for these analyses include Grail, Genscan, BLAST, HMMER, FASTA, 
Hybrid and other relevant programs. 

Some additional genomic regions may have also been identified because selected 
25 SeqCalling assemblies map to those regions. Such SeqCalling sequences may have 
overlapped with regions defined by homology or exon prediction. They may also be 
included because the location of the fragment was in the vicinity of genomic regions 
identified by similarity or exon prediction that had been included in the original predicted 
sequence. The sequence so identified was manually assembled and then may have been 
30 extended using one or more additional sequences taken from CuraGen Corporation's human 
SeqCalling database. SeqCalling fragments suitable for inclusion were identified by the 
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CuraTools™ program SeqExtend or by identifying SeqCalling fragments mapping to the 
appropriate regions of the genomic clones analyzed. 

The regions defined by the procedures described above were then manually 
integrated and corrected for apparent inconsistencies that may have arisen, for example, 

5 from miscalled bases in the original fragments or from discrepancies between predicted 
exon junctions, EST locations and regions of sequence similarity, to derive the final 
sequence disclosed herein. When necessary, the process to identify and analyze SeqCalling 
assemblies and genomic clones was reiterated to derive the full length sequence (Alderborn 
et aL, Determination of Single Nucleotide Polymorphisms by Real-time Pyrophosphate 

10 DNA Sequencing. Genome Research. 10 (8) 1249-1265, 2000). 

Variants are reported individually but any combination of all or a select subset of 
variants are also included as contemplated NOVX embodiments of the invention. 

NOVlb SNP Data (CG108440-02) 

Three polymorphic variants of NOVlb have been identified and are shown in Table 

15 41A. 


Table 41 A. NOVlb SNP Data 

Variant 

Nucleotides 

Amino Acids 

Position 

Initial 

Modified 

Position 

Initial 

Modified 

13380440 

1921 

C 

T 

639 

Ser 

Phe 

13378327 

4730 

A 

G 

1575 

GIu 

GIu 

13378325 

6395 

T 

C 

2130 

Tyr 

Tyr 


NOV4a SNP Data (CG 1344340-01) 


One polymorphic variant ofNOV4a has been identified and is shown in Table 4 IB. 


Table 41B. NOV4a SNP Data 

Variant 

Nucleotides 

Amino Acids 

Position Initial Modified 

Position 

Initial Modified 
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13380480 

652 

G 

A 

144 

Trp 

End 


N0V8b SNP Data (CG 137793-02) 

Twenty polymorphic variants of NOV8b have been identified and are shown in 
5 Table 41C. 


Table 41C. NOV8b SNP Data 

Variant 

Nucleotides 

Amino Acids 

Position 

Initial 

Modified 

Position 

Initial 

Modified 

13380443 

52 

T 

C 

9 ; 

Thr 

Thr 

13380444 

65 

G 

A ! 

14 

Ala ; 

Thr ( 

13380445 

80 

G 

A 

19 

Ala 

Thr 

13380446 

146 

A 1 

G 

41 

lie 

Val 

13380447 

168 

C 

T 

48 

Thr 

lie 

13380448 

190 

T 

C 

55 

Asn 

Asn 

13380449 

211 

C 

T 

62 

Thr 

Thr 

13380450 

234 

T 

C 

70 

Leu 

Pro 

13380451 

241 

A 

G 

72 

Glu 

Glu 

13380452 

242 

G 

T 

73 

Glu 

End 

13380459 

355 

T 

C 

110 

Gly 

Gly 

13380460 

486 

C 

T 

154 

Thr 

He 

13380461 

497 

G 

A 

158 

Ala 

Thr 

13380462 

579 

T 

C 

185 

He 

Thr 

13380463 

586 

T 

C 

187 

Thr 

Thr 

13380464 

597 

T 

c 

191 

Val 

Ala 

13380465 

609 

T 

c 

195 

Leu 

Ser 
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13380466 

649 

C 

A 

208 

Asn 

Lys 

13380467 

665 

A 

G 

214 

Asn 

Asp 

13380468 

694 

A 

G 

0 




NOV16a SNP Data (CG 138751-01) 

Two polymorphic variants of NOV16a have been identified and are shown in Table 


41D. 


Table 41D. SNP Data 

Variant 

Nucleotides 

Amino Acids 

Position 

Initial 

Modified 

Position 

Initial 

Modified 

13380684 

70 

T 

C 

4 

Ser 

Pro 

13380685 

411 

C 

T 

117 

Tyr 

Tyr 


5 

NOV17b SNP Data (CG139062-02) 

Five polymorphic variants ofNOV17b have been identified and are shown in Table 

41E. 


Table 41E. NOV17b SNP Data 

Variant 

Nucleotides 

Amino Acids 


Position 

Initial 

Modified 

Position 

Initial 

Modified 

13380469 

680 

G 

A 

89 

Gly 

Gly 

13380470 

801 

A 

G 

130 

Arg 

Gly 

13380471" 

117S 

T 

C 

255 

Tyr 

Tyr 

13380475 

2684 

C 

T 

757 

Tyr 

Tyr 

13380476 

3945 

G 

T 

0 
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NOV20a SNP Data (CG140305-01) 

Two polymorphic variants of NOV20a have been identified and are shown in Table 

5 4IF. 


Table 41F. NOV20a SNP Data 

Variant 

Nucleotides 

Amino Acids 

Position 

Initial 

Modified 

Position 

Initial 

Modified 

13380503 

218 

G 

T 

57 

Gly 

Val 

13380501 

404 

T 

C 

119 

Val 

Ala 


NOV22a SNP Data (CG140843-01) 

One polymorphic variant of NOV22a has been identified and is shown in Table 

41G. 

10 


Table 41G. NOV22a SNP Data 

Variant 

Nucleotides 

Amino Acids 

Position 

Initial 

Modified 

Position 

Initial 

Modified 

13380504 

217 

A 

G 

57 

Pro 

Pro 


NOV23a SNP Data (CG141540-01) 

Six plymorphic variants of NOV23a have been identified and are shown in Table 

15 41H. 


Table 41H. NOV23a SNP Data 

Variant 

Nucleotides 

Amino Acids 
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Position 

Initial 

Modified 

Position 

Initial 

Modified 

13380496 

132 

A 

G 

22 

Thr 

Thr 

13377809 

184 

A 

G 

40 

Arg 

Gly 

13377810 

227 . 

C 

T 

54 

Pro 

Leu 

13378253 

258 

C 

A 

64 

Arg 

Arg 

13377812 

823 

T 

C 

253 

Trp 

Arg 

13378251 

1044 

G 

A 

326 

Thr 

Thr 


NOV24a SNP Data (CG14580-01) 

Two polymorphic variants of NOV24a have been identified and are shown in Table 

411. 


Table 411. NOV24a SNP Data 

Variant 

Nucleotides 

Amino Acids 

Position 

Initial 

Modified 

Position 

Initial 

Modified 

13380498 

197 

G 

A 

46 

Gly 

GIu ! 

13380497 

1693 

G 

A 

545 

Ala 

Thr 
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NOV26a SNP Data (CG142003-01) 

One polymorphic variant of NOV26a has been identified and is shown in Table 4IJ. 


Table 41 J. NOV26a SNP Data 

Variant 

Nucleotides 

Amino Acids 

Position 

Initial 

Modified 

Position 

Initial 

Modified 

13380544 

375 

G 

A 

125 

Val 

Met 


10 
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NOV29c SNP Data (CG171681-02) 

Two polymorphic variants of NOV29c have been identified and are shown in Table 

41K. 


Table 41K. NOV29c SNP Data 

Variant 

Nucleotides 

Amino Acids 

Position 

Initial 

Modified 

Position 

Initial 

Modified 

13380521 

361 

A 

G 

96 

Lys 

Arg 

13380522 

1646 

G 

C 

0 




5 NOV32a SNP Data (CG52423-0 1) 

Twenty polymorphic variants of NOV32a have been identified and are shown in 
Table 4 1L. 


Table 41L. NOV32a SNP Data 

Variant 

Nucleotides 

Amino Acids 


Position 

Initial 

Modified 

Position 

Initial 

Modified 

13380557 

26 | 

C 

T 

0 



13380556 

54 ' 

A 

G 

1 

Met 

Val 

13380555 

60 

G 

A 

3 

Ala 

Thr 

13380545 

357 

A 

G 

102 

Asn 

Asp 

13380546 

562 

A 

G 

170 

Asn 

Ser 

13380547 

739 

A 

G 

229 

Glu 

Gly j 

13380548 

760 

A 

G 

236 

Gin 

Arg 

13380549 

774 

C 

T 

241 

Gin 

End 

13380550 

796 

A 

G 

248 

Asp 

Gly 

13380551 

843 

A 

G 

264 

He 

Val 
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13380552 

868 

T 

C 

272 

Leu 

Pro 

13380553 

892 

T 

c 

280 

Leu 

Pro 

13380554 

893 

G 

A 

280 

Leu 

Leu 

13380542 

1066 

A 

G 

338 

Gin 

Arg 

13380558 

1073 

G 

A 

340 

Ala 

Ala 

13374369 

1133 

C 

G 

360 

Ser 

Ser 

13380559 

1 151 

G 

A 

366 

Ala 

Ala 

13380560 

1288 

A 

G 

412 

Lys 

Arg 

13380515 

1303 

T 

C 

417 

Met 

Thr 

13374368 

1357 

C 

T 

435 

Ala 

Val 


NOV34b SNP Data (CG55698-02) 

Four polymorphic variants of NOV34b have been identified and are shown in Table 

5 41M. 


Table 41M. NOV34b SNP Data 

Variant 

Nucleotides 

Amino Acids 

Position 

Initial 

Modified 

Position 

Initial 

Modified 

13380563 

170 

G 

A 

52 

Val 

Met 

13380564 

2)0 

A 

G 

65 

Asp 

Gly 

13380565 

218 

C 

T 

68 

Arg 

Cys 

13380566 

249 

C 

T 

0 
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NOV35c SNP Data (CG55832-02) 

Twelve polymorphic variants of NOV35c have been identified and are shown in 
Table 4IN. 


Table 41N. NOV35c SNP Data 


Nucleotides 

Amino Acids 

Variant 

Position 

Initial 

Modified 

Position 

Initial 

Modified 

13380671 

330 

A 

G 

92 

Val 

Val 

13380672 

638 

A 

G 

195 

His 

Arg 

13380673 1 

750 

G 

A 

232 

Val 

Val 

13380674 ! 

1260 

T 

C 

402 

Cys 

Cys 

13378289 

2090 

G 

A 

679 

Arg 

Gin 

13380675 

2100 

G 

A 

682 

Glu 

Glu 

13380676 

3342 

A 

G 

1096 

Thr 

Thr 

13380677 

3813 

A 

G 

1253 

Arg 

Arg 

13380678 

4118 

C 

T 

1355 

Thr 

Met 

13378291 

4162 

C 

G 

1370 

Gin 

Glu 

13380705 

4397 

T 

C 

144S 

Val 

Ala 

13380704 

5269 

A 

G 

0 




5 

NOV37a SNP Data (CG88634-01) 

Two polymorphic variants of NOV37a have been identified and are shown in Table 

410. 


Table 410. NOV37a SNP Data 

Variant 

Nucleotides 

Amino Acids j 
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Position 

Initial 

Modified 

Position 

Initial 

Modified 

13380706 

165 

T 

C 

22 

Leu 

Pro 

13380707 

272 

A 

C 

58 

Lys 

Gin 


NOV38a SNP Data (CG97012-01) 

Two polymorphic variants of NOV38a have been identified and are shown in Table 

41 P. 


Table 41P. NOV38a SNP Data 

Variant 

Nucleotides 

Amino Acids 

Position 

Initial 

Modified 

Position 

Initial 

Modified 

13380698 

828 

G 

A 

276 

Gin 

Gin 

13380699 

1271 

A 

G 

424 

Glu 

Gly 


5 


NOV39a SNP Data (CG99754-01) 

Six polymorphic variants of NOV39a have been identified and are shown in Table 

41Q. 


Table 41Q. NOV39a SNP Data 

Variant 

Nucleotides 

Amino Acids 

Position 

Initial 

Modified 

Position 

Initial 

Modified 

13374727 

314 

T 

C 

100 

lie 

Thr 

13374728 

362 

G 

A 

116 

Arg 

Gin 

13380709 

545 

C 

T 

177 

Ser 

Phe 

13380710 

711 

G 

C 

232 

Leu 

Leu 

13380711 

1355 

c. ... 

T ' 

447 

Pro 

Leu 
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13380712 

1886 

C 

T 

0 




NOV40b SNP Data (CG99777-02) 

Three polymorphic variants of NOV40b have been identified and are shown in 
Table 41 R. 

5 


Table 41R. NOV40b SNP Data 

Variant 

Nucleotides 

Amino Acids 

Position 

Initial 

Modified 

Position 

Initial 

Modified 

13378112 

466 

A 

G 

126 

Gin 

Gin 

13378113 

498 

A 

G 

137 

Glu 

Gly 

13378114 

641 

G 

A 

185 

Asp 

Asn 


NOV30b SAGE Expression Data 

Construction of the mammalian expression vector pCEP4/Sec. The 
10 oligonucleotide primers, pSee-V5-His Forward (CTCGTC CTCGAG GGT AAG CCT 
ATC CCT AAC; SEQ ID NO:795) and the pSec-V5-His Reverse 

(CTCGTCGGGCCCCTGATCAGCGGGTTTAAAC; SEQ ID NO:796), were designed to 
amplify a fragment from thepcDNA3.1-V5His (Invitrogen, Carlsbad, CA) expression 
vector. The PCR product was digested with Xhol and Apal and ligated into the Xhol/Apal 

1 5 digestedpSecTag2 B vector (Invitrogen, Carlsbad CA). The correct structure of the resulting 
vector, pSecVSHis, was verified by DNA sequence analysis. The vector pSecVSHis was 
digested with Pmel and Nhel, and the Pmel-Nhel fragment was ligated into the 
BamHI/Klenow and Nhel treated vector pCEP4 (Invitrogen, Carlsbad, CA). The resulting 
vector was named as pCEP4/Sec. 

20 Expression of CG51 117-05 in human embryonic kidney 293 cells. A 1.6 kb 

BamHI-Xhol fragment containing the CG51 17-05 sequence was subcloned into BamHI- 
Xhol digested pCEP4/Sec to generate plasmid 163. The resulting plasmid 163 was 
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transfected into 293 cells using the LipofectaminePlus reagent following the manufacturer's 
instructions (Gibco/BRL). The cell pellet and supernatant were harvested 72h post 
transfection and examined for CG51 1 17-05 expression by Western blot (reducing 
conditions) using an anti-V5 antibody. Fig. 1 shows that CG5 1 1 1 7-05 is expressed as an 
5 approximately 66 kDa protein, secreted by 293 cells. 


OTHER EMBODIMENTS 

Although particular embodiments have been disclosed herein in detail, this has been 
10 done by way of example for purposes of illustration only, and is not intended to be limiting 
with respect to the scope of the appended claims, which follow. In particular, it is 
contemplated by the inventors that various substitutions, alterations, and modifications may 
be made to the invention without departing from the spirit and scope of the invention as 
defined by the claims. The choice of nucleic acid starting material, clone of interest, or 
1 5 library type is believed to be a matter of routine for a person of ordinary skill in the art with 
knowledge of the embodiments described herein. Other aspects, advantages, and 
modifications considered to be within the scope of the following claims. The claims 
presented are representative of the inventions disclosed herein. Other, unclaimed inventions 
are also contemplated. Applicants reserve the right to pursue such inventions in later 
20 claims. 
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CLAIMS 

What is claimed is: 

1 . An isolated polypeptide comprising the mature form of an amino acid 
sequenced selected from the group consisting of SEQ ID NO:2n, wherein n is an integer 
between 1 and 127. 

2. An isolated polypeptide comprising an amino acid sequence selected from 
the group consisting of SEQ ID NO:2n, wherein n is an integer between 1 and 127. 

3. An isolated polypeptide comprising an amino acid sequence which is at least 
95% identical to an amino acid sequence selected from the group consisting of SEQ ID 
NO:2n, wherein n is an integer between 1 and 127. 

4. An isolated polypeptide, wherein the polypeptide comprises an amino acid 
sequence comprising one or more conservative substitutions in the amino acid sequence 
selected from the group consisting of SEQ ID NO:2n, wherein n is an integer between 1 and 
127. 

5. The polypeptide of claim 1 wherein said polypeptide is naturally occurring. 

6. A composition comprising the polypeptide of claim 1 and a carrier. 

7. A kit comprising, in one or more containers, the composition of claim 6. 

8. The use of a therapeutic in the manufacture of a medicament for treating a 
syndrome associated with a human disease, the disease selected from a pathology associated 
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with the polypeptide of claim I, wherein the therapeutic comprises the polypeptide of claim 
1. 


9. A method for determining the presence or amount of the polypeptide of 
claim 1 in a sample, the method comprising: 

(a) providing said sample; 

(b) introducing said sample to an antibody that binds 
immunospecifically to the polypeptide; and 

(c) determining the presence or amount of antibody bound to said 
polypeptide, 

thereby determining the presence or amount of polypeptide in said sample. 


10. A method for determining the presence of or predisposition to a disease 
associated with altered levels of expression of the polypeptide of claim 1 in a first 
mammalian subject, the method comprising: 

a) measuring the level of expression of the polypeptide in a 
sample from the first mammalian subject; and 

b) comparing the expression of said polypeptide in the sample of 
step (a) to. the expression of the polypeptide present in a control sample from 
a second mammalian subject known not to have, or not to be predisposed to, 
said disease, 

wherein an alteration in the level of expression of the polypeptide in the first subject 
as compared to the control sample indicates the presence of or predisposition to said 
disease. 


11. A method of identifying an agent that binds to the polypeptide of claim 1 , the 
method comprising: 

(a) introducing said polypeptide to said agent; and 

(b) determining whether said agent binds to said polypeptide. 
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12. The method of claim 1 1 wherein the agent is a cellular receptor or a 
downstream effector. 

13. A method for identifying a potential therapeutic agent for use in treatment of 
a pathology, wherein the pathology is related to aberrant expression or aberrant 
physiological interactions of the polypeptide of claim I. the method comprising: 

(a) providing a cell expressing the polypeptide of claim 1 and 
having a property or function ascribable to the polypeptide; 

(b) contacting the cell with a composition comprising a candidate 
substance; and 

(c) determining whether the substance alters the property or 
function ascribable to the polypeptide; 

whereby, if an alteration observed in the presence of the substance is not observed 
when the cell is contacted with a composition in the absence of the substance, the substance 
is identified as a potential therapeutic agent. 

14. A method for screening for a modulator of activity of or of latency or 
predisposition to a pathology associated with the polypeptide of claim 1, said method 
comprising: 

(a) administering a test compound to a test animal at increased 
risk for a pathology associated with the polypeptide of claim 1, wherein said 
test animal recombinantly expresses the polypeptide of claim 1; 

(b) measuring the activity of said polypeptide in said test animal 
after administering the compound of step (a); and 

(c) comparing the activity of said polypeptide in said test animal 
with the activity of said polypeptide in a control animal not administered said 
polypeptide, wherein a change in the activity of said polypeptide in said test 
animal relative to said control animal indicates the test compound is a 
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modulator activity of or latency or predisposition to, a pathology associated 
with the polypeptide of claim I . 

1 5. The method of claim 14, wherein said test animal is a recombinant test 
animal that expresses a test protein transgene or expresses said transgene under the control 
of a promoter at an increased level relative to a wild-type test animal, and wherein said 
promoter is not the native gene promoter of said transgene. 

1 6. A method for modulating the activity of the polypeptide of claim 1 , the 
method comprising contacting a cell sample expressing the polypeptide of claim 1 with a 
compound that binds to said polypeptide in an amount sufficient to modulate the activity of 
the polypeptide. 

1 7. A method of treating or preventing a pathology associated with the 
polypeptide of claim 1, the method comprising administering the polypeptide of claim 1 to a 
subject in which such treatment or prevention is desired in an amount sufficient to treat or 
prevent the pathology in the subject. 

1 8. The method of claim 17, wherein the subject is a human. 

1 9. A method of treating a pathological state in a mammal, the method 
comprising administering to the mammal a polypeptide in an amount that is sufficient to 
alleviate the pathological state, wherein the polypeptide is a polypeptide having an amino 
acid sequence at least 95% identical to a polypeptide comprising the amino acid sequence 
selected from the group consisting of SEQ ID NO:2n, wherein n is an integer between 1 and 
127 or a biologically active fragment thereof. 
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20. An isolated nucleic acid molecule comprising a nucleic acid sequence 
selected from the group consisting of SEQ ID NO:2n-1, wherein n is an integer between 1 
and 127. 

21 . Thenucleic acid molecule of claim 20, wherein the nucleic acid molecule is 
naturally occurring. 

22. A nucleic acid molecule, wherein the nucleic acid molecule differs by a 
single nucleotide from a nucleic acid sequence selected from the group consisting of SEQ 
ID NO: 2n-K wherein n is an integer between 1 and 127. 

23. An isolated nucleic acid molecule encoding the mature form of a polypeptide 
having an amino acid sequence selected from the group consisting of SEQ ID NO:2n, 
wherein n is an integer between 1 and 127. 

24. An isolated nucleic acid molecule comprising a nucleic acid selected from 
the group consisting of 2n-l, wherein n is an integer between 1 and 127. 

25. The nucleic acid molecule of claim 20, wherein said nucleic acid molecule 
hybridizes under stringent conditions to the nucleotide sequence selected from the group 
consisting of SEQ ID NO: 2n-l, wherein n is an integer between 1 and 127, or a 
complement of said nucleotide sequence. 

26. A vector comprising the nucleic acid molecule of claim 20. 

27. The vector of claim 26, further comprising a promoter operably linked to 
said nucleic acid molecule. 
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28. A cell comprising the vector of claim 26. 

29. An antibody that immunospecifically binds to the polypeptide of claim I. 

30. The antibody of claim 29, wherein the antibody is a monoclonal antibody. 

31. The antibody of claim 29, wherein the antibody is a humanized antibody. 

32. A method for determining the presence or amount of the nucleic acid 
molecule of claim 20 in a sample, the method comprising: 

(a) providing said sample; 

(b) introducing said sample to a probe that binds to said nucleic 
acid molecule; and 

(c) determining the presence or amount of said probe bound to 
said nucleic acid molecule, 

thereby determining the presence or amount of the nucleic acid molecule in said 
sample. 

33. The method of claim 32 wherein presence or amount of the nucleic acid 
molecule is used as a marker for cell or tissue type. 

34. The method of claim 33 wherein the cell or tissue type is cancerous. 

35. A method for determining the presence of or predisposition to a disease 
associated with altered levels of expression of the nucleic acid molecule of claim 20 in a 
first mammalian subject, the method comprising: 
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a) measuring the level of expression of the nucleic acid in a 
sample from the first mammalian subject; and 

b) comparing the level of expression of said nucleic acid in the 
sample of step (a) to the level of expression of the nucleic acid present in a 
control sample from a second mammalian subject known not to have or not 
be predisposed to, the disease; 

wherein an alteration in the level of expression of the nucleic acid in the first subject 
as compared to the control sample indicates the presence of or predisposition to the disease. 

36. A method of producing the polypeptide of claim 1, the method comprising 
culturing a cell under conditions that lead to expression of the polypeptide, wherein said cell 
comprises a vector comprising an isolated nucleic acid molecule comprising a nucleic acid 
sequence selected from the group consisting of SEQ ID NO:2n-l, wherein n is an integer 
between 1 and 127. 

37. The method of claim 36 wherein the cell is a bacterial cell 

38. The method of claim 36 wherein the cell is an insect cell. 

39. The method of claim 36 wherein the cell is a yeast cell. 

40. The method of claim 36 wherein the cell is a mammalian cell. 

41. A method of producing the polypeptide of claim 2, the method comprising 
culturing a cell under conditions that lead to expression of the polypeptide, wherein said cell 
comprises a vector comprising an isolated nucleic acid molecule comprising a nucleic acid 
sequence selected from the group consisting of SEQ ID NO:2n-l, wherein n is an integer 
between 1 and 127. 
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42. The method of claim 41 wherein the cell is a bacterial cell. 

43. The method of claim 41 wherein the cell is an insect cell. 

44. The method of claim 41 wherein the cell is a yeast cell. 

45. The method of claim 41 wherein the cell is a mammalian cell. 
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